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SEQUENCE LISTING 

<110> Taylor, Alexander H 

<120> Monoclonal Antibodies with Reduced 
Immunogenici ty 

<130> P50770 

<150> 60/083,367 
<151> 1998-04-28 

<160> 97 



<170> FastSEQ for Windows Version 3.0 



<210> 1 
<211> 429 
<212> DNA 



p <213> Pan troglodytes 



<220> 

<221> CDS 

<222> (1) . . . (429) 

<400> 1 ^ _ ^ _ 

atg aaa cac ctg tgg ttc ttc etc ctg ctg gtg gca get ccc aga tgg 48 

Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp 

1-5 10 15 

gtc ctg tec cag gtg cag ttg cag gag teg ggc cca gga ctg gtg aag 96 

Val Leu Ser Gin Val Gin Leu Gin Glu Ser Gly Pro Gly Leu Val Lys 

20 25 30 

cct tea cag ace ttg tec ctg ace tgc get gtg tet ggt ggc tec ate 144 

Pro Ser Gin Thr Leu Ser Leu Thr Cys Ala Val Ser Gly Gly Ser lie 



P50770 



35 40 45 

act agt get tac tac tat tgg age tgg ate cgc eag tea eea ggg aag 
Thr Ser Ala Tyr Tyr Tyr Trp Ser Trp lie Arg Gin Ser Pro Gly Lys 
50 55 60 

gga ctg gag tgg att ggg agt ate tat tat agt ggg acc att tte tec 
Gly Leu Glu Trp lie Gly Ser lie Tyr Tyr Ser Gly Thr lie Phe Ser 
65 70 75 80 

aac eea tec etc aag agt cga gtc gee atg tea gta ggc acg tee aag 
Asn Pro Ser Leu Lys Ser Arg Val Ala Met Ser Val Gly Thr Ser Lys 
85 90 95 

ace eag tte tee ctg age ttg agt tet gtg ace gee geg gae acg gee 
Thr Gin Phe Ser Leu Ser Leu Ser Ser Val Thr Ala Ala Asp Thr Ala 
100 105 110 

gtg tac tac tgt gcg aga ggt ctg etc etc ace att gga ctg ace aac 
Val Tyr Tyr Cys Ala Arg Gly Leu Leu Leu Thr lie Gly Leu Thr Asn 
115 120 125 

tac tac ttt gac tac tgg ggc ccg gga acc ctg gtc acc gtc tte 
Tyr Tyr Phe Asp Tyr Trp Gly Pro Gly Thr Leu Val Thr Val Phe 
130 ■ 135 140 



<210> 2 
<211> 414 
<212> DNA" 

<213> Pan troglodytes 



<220> 
<221> 
<222> 



CDS 

(1) . . . (414) 
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atg aaa cac ctg tgg ttc ttc etc ctg ctg gtg gca get cee aga tgg 

Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp 

15 10 15 

gtc ctg tec cag gtg' cag eta cag gay teg ggc cca gga eta gtg aag 

Val Leu Ser Gin Val Gin Leu Gin Glu Ser Gly Pro Gly Leu Val Lys 

20 25 30 

eeg tea eag ace ctg tee etc ace tgc ggt gtc tet ggt gcc tec ate 

Pro Ser Gin Thr Leu Ser Leu Thr Cys Gly Val Ser Gly Ala Ser lie 

35 40 45 

aat agt ggt gtt cat tae tgg gcc tgg ata cgc cag cet gca gga aag 

Asn Ser Gly Val His Tyr Trp Ala Trp lie Arg Gin Pro Ala Gly Lys 

50 55 60 

gga ctg gag tgg att ggc aat ate tat cat agt ggg age gcc tae tac 

Gly Leu Glu .Trp lie Gly Asn lie Tyr His Ser Gly Ser Ala Tyr Tyr 

65 70 75 80 

act cca tec etc gag agt ega gtc tec atg tea ata gag aeg tec aag 

Thr Pro Ser Leu Glu Ser Arg Val Ser Met Ser lie Glu Thr Ser Lys 

85 90 95 

age cag ttc ttc eta aac tta aat tet ctg ace gee geg gae aeg get 

■Ser Gin Phe Phe Leu Asn Leu Asn Ser Leu Thr Ala Ala Asp Thr Ala 

100 1^__ _ . lip 

ate tat tat tgt geg aga ega eat act teg tea gae tac ttt gae ttt 

lie Tyr Tyr Cys Ala Arg Arg His Thr Ser Ser Asp Tyr Phe Asp Phe 

115 120 125 

tgg ggc cgc gga ate ctg gtc ate gtc tee 

Trp Gly Arg Gly lie Leu Val lie Val Ser 
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<210> 3 
<211> 427 
<212> DNA 

<213> Pan troglodytes 

<220> 

<221> CDS 

<222> (1) . . . (427) 

<400> 3 

atg 999 tea acc gcc ate etc gcc ete etc ctg get gtt etc gaa gga 
Met Gly Ser Thr Ala lie Leu Ala Leu Leu Leu Ala Val Leu Glu Gly 
.1 5 10 15 

gtc cgt gca gac gtg cag ctg gtg cag tec gga gea gag gtg aaa aag 
Val Arg Ala Asp Val Gin Leu Val Gin Ser Gly Ala Glu Val Lys Lys 

■ 20 '25 30 

ccc ggg gag tet ctg aag ate tec tgt aag gtc tct gga aat gaa ttt 
Pro Gly Glu Ser Leu Lys lie Ser Cys Lys Val Ser Gly Asn Glu Phe 
35 40 45 

acc aac tac tgg ate gcc tgg gtg cgc cag atg tec ggg aaa ggc ctg 
Thr Asn Tyr Trp lie Ala Trp Val Arg Gin Met Ser Gly Lys Gly Leu 
50 55 60 



gag tgg atg ggg age ate tat cct ggt gae tcjt gat acc aga tac aae 

Glu Trp Met Gly Ser lie Tyr Pro Gly Asp Ser Asp Thr Arg Tyr Asn 

65 70 75 80 

ccg tec ttc caa ggc caa gtc acc ttt tea gcc gac aag tec ate acc 

Pro Ser Phe Gin Gly Gin Val Thr Phe Ser Ala Asp Lys Ser lie Thr 

85 90 95 

ace gcc tat ttg cag tgg agt agt ctg gag gee teg gac acc gee atg 

Thr Ala Tyr Leu Gin Trp Ser Ser Leu Glu Ala Ser Asp Thr Ala Met 

100 105 110 
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tac tac tgt gcg age cga aat cac ttt gtt ttc ggg gaa gtt att act 3 84 

Tyr Tyr Cys Ala Ser Arg Asn His Phe Val Phe Gly Glu Val lie Thr 
115 120 125 

act ttg acg get ggg gcc agg gaa acc ctg ggt cac cgt etc c 427 
Thr Leu Thr Ala Gly Ala Arg Glu Thr Leu Gly His Arg Leu 
130 135 140 



<210> 4 
<211> 402 
<212> DNA 

<213> Pan troglodytes 



J.; a 



13 



<220> 

<221> CDS 

a ; 3 

ry <222> (1) . . . (402) 



<400> 4 

ttg ggg etc cgc tgg gtt ttc ett gtt get ttt tta gaa ggt gte cag 48 

.^^7 Leu Gly Leu Arg Trp Val Phe Leu Val Ala Phe Leu Glu Gly Val Gin 

Cn 1 . ■ 5 " 10 15 

tgt gag gta cag ctg gtg gag tct ggg gga ggc ttg gta cag cct ggg 9 6 

Cys Glu Val Gin Leu Val Glu Ser Gly Gly Gly Leu Val Gin Pro Gly 

20 25 _ ^ 3L0 

ggg tec ttg aca etc tec tgt gca gee tct gga ttc ace ttc agt agg _^ J-^^_ 

Gly Ser Leu Thr Leu Ser Cys Ala Ala Ser Gly Phe ,Thr Phe. Ser Arg 

35 40 45 

agt ggc atg cac tgg gte cgc cag get eca ggg aag gga ctg ggg tgg 192 

Ser Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Gly Trp 

50 55 60 

ett gca tac att gat tat ggc agt att ttc ata tac tac teg gae tea 240 

— - - - ' - "'31" 
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Leu Ala Tyr lie Asp Tyr Gly Ser lie Phe lie Tyr Tyr Ser Asp Ser 

65 70 75 80 

gtg aag ggc cgc ttc acc ate tec aga gac aac gee aag aat tea etc 2 88 

Val Lys Gly Arg Phe . Thr lie Ser Arg Asp Asn Ala Lys Asn Ser Leu 

85 90 95 

tat ctg caaatg aac age etg aga gee gac gae aeg get ttt tat tac 336 

Tyr Leu Gin Met Asn Ser Leu Arg Ala Asp Asp Thr Ala Phe Tyr Tyr 

100 105 110 

tgt acg ace cat aat tgg ggg gag tta act gac tac tgg ggc cag gga 3 84 

Cys Thr Thr His Asn Trp Gly Glu Leu Thr Asp Tyr Trp Gly Gin Gly 

115 ' 120 125 

acc ctg gtc acc gte tec 402 



gpj Thr Leu Val Thr Val Ser 



130 



<210> 5 
l2 <211> 408 

CP <212> DNA 



<213> Pan troglodytes 

<220> 

<221> CDS 

<222> "(1) (408T' 



— -<4oo>- 5 - - — ~- - ~ " " " : 

atg gaa ttg ggg etc cgc tgg gtt ttc ctt gtt get ttt tta gaa ggt 48 

Met Glu Leu Gly Leu Arg Trp Val Phe Leu Val Ala Phe Leu Glu Gly 
15 10 15 



gte cag tgt gag gta cag ctg gtg gag tct ggg gga ggc ttg gta cag 
Val Gin Cys Glu Val Gin Leu Val Glu Ser Gly Gly Gly Leu Val Gin 
20 25 30 



96 
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cct ggg ggg tec ttg aca etc tec tgt gea gcc tet gga ttc ace ttc 144 

Pro Gly Gly Ser Leu Thr Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe 
35 40 45 

agt agg agt ggc atg cac tgg gtc egc cag get cca ggg aag gga ctg 192 

Ser Arg Ser Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu 
50 55 60 

gag tgg ett gca tae att gat tat ggc agt att ttc ata tac tac teg 240 

Glu Trp Leu Ala Tyr- lie Asp Tyr Gly Ser lie Phe lie Tyr Tyr Ser 

65 70 . 75 80 ' 

gac tea gtg aag ggc egc ttc ace ate tec aga gac aac gcc aag aat 2 88 

Asp Ser Val Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ala . Lys Asn 
85 90 95 



tea etc tat ctg caa atg aac age ctg aga gcc gac gac acg get ttt 336 

f'l} ■ 

'^i Ser Leu Tyr Leu Gin Met Asn Ser Leu Arg Ala Asp Asp Thr Ala Phe 

ly * 100 105 110 



tat tac tgt acg acc cat aat tgg ggg gag tta act gac tac tgg ggc , 384 

Tyr Tyr Cys Thr Thr His Asn Trp Gly Glu Leu Thr Asp Tyr Trp Gly 
115 120 125 

cag gga ace ctg gtc acc gtc tec 408 
Gin Gly Thr Leu Val Thr Val Ser 



13 0"^ 13 5 



<210> 6 
<211> 421 
<212> DNA 

<213> Pan. troglodytes 



<220> 
<221> 



CDS 



l3 
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<222> (1) - . . (421) 
<400> 6 

atg atg ggg tea acc gcc ate etc gee cte ete ctg get gtt cte caa 48 

Met Met Gly Ser Thr Ala lie Leu Ala Leu Leu Leu Ala Va.l Leu- G-ln 
1 5 10 15 

gga gtc tgt gca gag gtg eag etg gtg eag tct gga gca gag gtg aaa 9 6 

Gly Val Cys Ala Glu Val Gin ■ Leu Val Gin Ser Gly Ala Glu Val Lys 
20 25 30 

aag cce ggg gag tct ctg aag ate tec tgt aag ggc tct gga tac agt 144 

Lys Pro Gly Glu Ser Leu Lys lie Ser Cys Lys Gly Ser Gly Tyr Ser 
35 40 45 



>B ttt ace aae tac tgg atg ggc tgg gtg tgc cag atg cce ggg aaa ggc 192 

*5 Phe Thr Asn Tyr Trp Met Gly Trp Val Cys Gin Met Pro Gly Lys Gly 

fU 50 55 60 

ill 

a ccg gag tgc atg ggg ate ate tat cct gat gac tct gat ace aga tac 240 

™ Pro Glu Cys Met Gly lie lie Tyr Pro Asp Asp Ser Asp Thr Arg Tyr 

ll 65 70 75 80 



age ccg tec ttc caa ggc cag gtc acc ate tea gcc gac aag tec ate 288 
Ser Pro Ser Phe Gin Gly Gin Val Thr lie Ser Ala Asp Lys Ser lie 
85 90 95 



age acc gee tac eta caa tgg age aac ctg aag gee teg gac acc gee 33 6 

Ser Thr Ala Tyr Leu Gin Trp Ser Asn Leu Lys Ala Ser Asp Thr Ala 

ata tat tac tgt geg aga tgt tat ggt tgg act act tgc gaa get ttt 384 

lie Tyr Tyr Cys Ala Arg Cys Tyr Gly Trp Thr Thr Cys Glu Ala Phe 

115 120 125 

gat ate tgg ggc caa ggg aca atg gtc ace gtc tct t 421 

Asp He Trp Gly Gin Gly Thr Met Val Thr Val Ser 

- - - - - - - - - 34 - - - — - ■ ■ - - ' - 
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130 135 140 

<210> 7 
<211> 417 
<212> DNA 

<213> Pan troglodytes 



<220> 

<221> CDS 

<222> (1) . . . (417) 

<400> 7 

ttg tgg ttc ttc ctt etc ctg gtg gca get eee aga tgg gte ctg tec 48 

'^5 Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp Val Leu Ser 

^^% 1 5 10 .15 



eg 



a 



cag etg eag etg cag gag teg gge eea gga etg gtg aag cet tea cag 9 6 

Gin Leu Gin Leu Gin Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Gin 

20 25 30 

ace ctg tec etc ace tgc act gte tet ggt ggc tec ate age agt ggt 144 

Thr Leu Ser Leu Thr Cys Thr Val Ser Gly Gly Ser lie Ser Ser Gly 

35 40 45 

agt tae tac tgg agt tgg ate egg cag ecc gee ggg aag ega etg gag 192 

Ser Tyr Tyr Trp Ser Trp lie Arg Gin Pro Ala Gly Lys Arg Leu Glu 

"50 ~ ' " "S5'^ ^ 60~ 



tgg ^att ggg"tat~ atf tat tat agt ggg agt "aec " tac" tac aac eea tec 240 

Trp lie Gly Tyr lie Tyr Tyr Ser Gly Ser Thr Tyr Tyr Asn Pro .Ser 
65 70 75 80 

etc aag agt ega gte acc ata tea gta gac acg tec aag aac eag ttc 288 

Leu Lys Ser Arg Val Thr lie Ser Val Asp. Thr Ser Lys Asn Gin Phe 
85 90 95 



3-5 
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tec ctg aag ctg age tct gtg acc gcc gca gac acg gcc gtc tat tac 

Ser Leu Lys Leu Ser Ser Val Thr Ala Ala Asp Thr Ala Val Tyr Tyr 

100 105 110 

tgt gcg aga tct ccc caa- c>ac gta. tta caa tct ttg gac tgc ttc gac 

Cys Ala Arg Ser Pro Gin Asn Val Leu Gin Ser Leu Asp Cys Phe Asp 

115 120 125 

ccc tgg ggc cag gga acc ctg gtc acc gtc tec 

Pro Trp Gly, Gin Gly Thr Leu Val Thr Val Ser 

■ 130 135 



<210> 8 

<211> 369 

<212> DNA 

<213> Pan troglodytes 

<220> 

<221> CDS, 

<222> (1) . . . (369) 

<400> 8 ^ 

gtc cag tec cag gtc cag ctg gtg cag tec ggg get gag gtg aag aag 

Val Gin Ser Gin Val Gin Leu Val Gin Ser Gly Ala Glu Val Lys Lys 
1 .5 - 10 15 

ect ggg tec tea gtg aag gtc tec tgc aag gtt tec gga ggc ace ttc 

Pro Gly Ser Ser Val Lys Val Ser Cys Lys Val Ser Gly Gly Thr Phe 

' ~20^^'' ' ~~ ' 25 30 

age acc tat ggt ttc age tgg gtg egg cag gcc ect gga caa ggg ett 

Ser Thr Tyr Gly Phe Ser Trp Val Arg Gin Ala Pro Gly Gin Gly Leu 
35 40 45 



gag tgg atg gga atg ate ate ect ate gtt ggc aca gta aag tac gca 
Glu. Trp Met Gly Met lie lie Pro lie Val Gly Thr Val Lys Tyr Ala 



'■4- 
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50 55 60 

cag agg ttc cag ggc aga gtc tea att aat gcg gac aca tec acg aat 240 

Gin Arg' Phe' Gin Gly Arg Val Ser lie Asn Ala Asp Thr Ser Thr Asn 

65 70 75 9 0 

ata gcc tac atg gag ctg acc age etg aga tct gag gac acg gcc gtc 2 88 

lie Ala Tyr Met Glu Leu Thr Ser Leu Arg Ser Glu Asp Thr Ala Val 

85 ' 90 95 

tat tac tgt gcg aca gat ctg acg gtg act act aat gat gca ttt gat 336 

Tyr Tyr Cys Ala Thr Asp Leu Thr Val Thr Thr Asn Asp Ala Phe Asp 

100 105 110 

ate tgg ggc caa ggg aca atg gtc acc gtc tct 3 69 

lie Trp Gly Gin Gly Thr Met Val Thr Val Ser 

115 , . 120 



<210> 9 
<211> 423 
<212> DNA 

<213> Pan troglodytes 

<220> 

<221> CDS 

<222> (1) . . . (423) 



<400> 9 



atg gag ttt ggg ctg age tgg ctt ttt ett gtg get att tta aaa ggt 48 

Met Glu Phe Gly Leu Ser Trp Leu Phe Leu Val Ala lie Leu Lys Gly 

1 5' 10 15 

gtc cag tgt gag gtg cag etg gtg gag tct ggg gaa ggc ttg gta aag 96 

Val Gin Cys Glu Val Gin Leu Val Glu Ser Gly Glu Gly- Leu Val Lys 

20 25 30 



—37 



S 5 
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cct ggg ggt tec ctg aga etc teg tgt gca gee tct gga ttc aec ttc 144 

Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe 

35 40 45 

sgfe- agt- ttt - ctt atg ttc tgg gtc 'CyC cay ycb cca gaa "aag 'ggg ctg ±92 

Ser Ser Phe Leu Met Phe Trp Val Arg Gin Ala Pro Glu Lys Gly Leu 

50 55 60 

gag tgg gtc tea act att gat gtt agt ggt ggt aat atg tgg tac ega 240 

Glu Trp Val Ser Thr lie Asp Val Ser Gly Gly Asn Met Trp Tyr Arg 

65 70 75 80 

gac tct gtc aag ggc ega- ttc ace atg tec aga gac aat tec aag aac 2 88 

Asp Ser Val Lys Gly Arg Phe Thr Met Ser Arg Asp Asn Ser Lys Asn 

W 85 . 90 . . 95 



J aca ctg tat ctg caa atg ace age ctg aga gee gac gac acg gee gtt 33 6 

\l Thr Leu Tyr Leu Gin Met Thr Ser Leu Arg Ala Asp Asp Thr Ala Val ,. 

E. 100 ■ 105 110 



O tac tat tgt gcg aga gag gga ega gac cct age ggc act tgg gga tac 3 84 

Tyr Tyr Cys Ala Arg Glu Gly Arg Asp Pro Ser Gly Thr Trp Gly Tyr 
115 120 125 

ttt gac tac tgg ggc cag gga ate ctg gtc ace gtc tee 423 

Phe Asp Tyr Trp Gly Gin Gly lie Leu Val Thr Val Ser 

130 135 140 ^ ^ „^ _ 



<210> 10 
<211> 97 
<212> PRT 

<213> Pan troglodytes 
<220> 

<221> DOMAIN 
<222> (31) ... (37) 
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<223> CDRI 

<221> DOMAIN 
<222> - (52) ... (67) 
<223> CDRII 

<400> 10 

Gin Val Gin Leu Gin Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Gin 

15 10 15 

Thr Leu Ser Leu Thr Cys Ala Val Ser Gly Gly Ser lie Thr Ser Ala 

20 25 30 

Tyr Tyr Tyr Trp Ser Trp lie Arg Gin Ser Pro Gly Lys Gly Leu Glu 

35 40 45 

Trp lie Gly Ser lie Tyr Tyr Ser Gly Thr lie Phe Ser Asn Pro Ser 

50 55 60 

Leu Lys Ser Arg Val Ala Met Ser Val Gly Thr Ser Lys Thr Gin Phe 



yi 



65 70 75 80 

Ser Leu Ser Leu Ser Ser Val Thr Ala Ala Asp Thr Ala Val Tyr Tyr 
85 90 95 

Cys 



<210> 11 

<211> 96 

<212> PRT 

<213> Pan troglodytes 

<22 0> """" 
<221>. DOMAIN 

~<-222> (-31) 7 (37) - - 

<223> CDRI 



<221> DOMAIN 
<222> (52) ... (67) 
<223> CDRII 

<400> 11 



39 
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Gin Val Gin Leu Gin Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Gin 

1 5 10 * 15 

Thr Leu Ser Leu Thr Cys Gly Val Ser Gly Ala Ser lie Asn Ser Gly 

20 . 25 30 

Val His Tyr Trp Ala Trp lie Arg Gin Pro Ala Gly Lys Gly Len GXu 

35 40 45 

Trp lie Gly Asn lie Tyr His Ser Gly Ser Ala Tyr Tyr Thr Pro Ser 

50 55 60 

Leu Glu Ser Arg Val Ser Met Ser lie .Glu Thr Ser Lys Ser Gin Phe 
65 70 75 80 

Phe Leu Asn Leu Asn Ser Leu Thr Ala Asp Thr Ala lie Tyr Tyr Cys 
85 90 95 

<210> 12 



<211> 96 



<212> PRT 

<213> Pan troglodytes 

<220> 

<221> DOMAIN 

<222> (31) . . . (35) 



"-4 

<223> CDRI 

ffl 



<2 21> DOMAIN 
<222> (50) . . . (66) 
<223> CDRII 



<400> 12 

Asp Val Gin Leu Val Gin Ser Gly Ala Glu Val Lys Lys Pro Gly Glu 

"1 — — 5'~ ~" " ~" " ^ "10" "15 

Ser Leu Lys lie Ser Cys Lys Val Ser Gly Asn Glu Phe Thr Asn Tyr 

20 25 30 

Trp lie Ala Trp Val Arg Gin Met Ser Gly Lys Gly Leu Glu Trp Met 

35 40 45 

Gly Ser lie Tyr Pro Gly Asp Ser Asp Thr Arg Tyr Asn Pro Ser Phe 

50 55 60 

Gin Gly Gin Val Thr Phe Ser Ala Asp Lys Ser lie Thr Thr Ala Tyr 



40 
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65 . 70 75 80 

Leu Gin Trp Ser Ser Leu Glu Ala Ser Asp Thr Ala Met Tyr Tyr Cys 
85 90 95 

<210> 13 _ 

<21X> 96 

<212> PRT 

<213> Pan troglodytes 
<220> 

<221> DOMAIN 

<222> (31) . . . (35) 

<223> CDRI 

<221> DOMAIN 
<222> (50) . . (66) 
<223> CDRII 

<400> 13 

Asp Val Gin Leu Val Gin Ser Gly Ala Glu Val Lys Lys Pro Gly Glu 
1 5 10 15 , . 

Ser Leu Lys lie Ser Cys Lys Val Ser Gly Asn Glu Phe Thr Asn Tyr 

20 25 30 

Trp lie Ala Trp Val Arg Gin Met Ser Gly Lys Gly Leu Glu Trp Met 

35 40 45 

Gly Ser lie Tyr Pro Gly Asp Ser Asp Thr Arg Tyr Asn Pro Ser Phe 
50 55 60 



Gin Gly Gin Val Thr Phe Ser Ala Asp Lys Ser lie Thr Thr Ala Tyr 
65 ~ 70 75 80 



Leu Gin Trp Ser Ser Leu Glu Ala Ser Asp Thr Ala Met Tyr Tyr Cys 
85 90 95 

<210> 14 
<211> 96 
<212> PRT 

<213> Pan troglodytes 
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<220> 

<221> DOMAIN 
<222> (31) . . . (35) 
'<223> CDRI 

<2 21> DOMAIN 
<222> (50) ... (66) 
<223> CDRII 



<400> 14 

Glu Val Gin Leu Val-Glu Ser Gly Gly Gly Leu Val Gin Pro Gly Gly 

1 5 . .10 15 

Ser Leu Thr Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Arg Ser 
20 25 30 

\Q' Gly Met His Trp Val Arg Gin 'Ala Pro Gly Lys Gly Leu Gly Trp Leu 

35 40 45 ' 

ifl Ala Tyr lie Asp Tyr Gly Ser lie Phe. lie Tyr Tyr Ser Asp Ser Val 

50 55 60 

jy Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr 

65 70 75 80 

CI- Leu Gin Met Asn Ser Leu Arg Ala Asp Asp Thr Ala Phe Tyr Tyr Cys 

f!^ 85 90 ■ 95 

^~ 

<210> .15 
<211> 96 
<212> PRT 

<213> Pan troglodytes 
' <220> ' 

. _ . <2 2 1>-^ domain: ■ 7 ~ '~ ^ 

<222> (31) ... (35) 
<223> CDRI 

<221> DOMAIN 
<222> (50) ... (66) 
<223> CDRII 



42 
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<400> 15 

Glu Val Gin Leu Val Gin Ser Gly Ala Glu Val Lys Lys Pro Gly Glu 

15 10 15 

Ser Leu Lys lie Ser Cys Lys Gly Ser Gly Tyr Ser Phe Thr Asn Tyr 

20 .25 30 

Trp Met Gly Trp Val Cys Gin Met Pro Gly Lys Gly Pro Glu Cys Met 

35 40 45 

Gly He He Tyr Pro ' Asp Asp Ser Asp Thr Arg Tyr Ser Pro Ser Phe 

50 ■ • 55 60 

Gin Gly Gin Val Thr He Ser Ala Asp Lys Ser He Ser Thr Ala Tyr 
65 70 75 80 

Leu Gin Trp Ser Asn Leu Lys Ala Ser Asp Thr Ala He Tyr Tyr Cys 
85 90 95 

<210> 16 

^3 <211> 97 

}i <212> PRT 

in 

fU <213> Pan troglodytes 



<220> 



iJ ' <2 21> DOMAIN 

<222> (31) . . . (37) 
m <223> CDRI 



<221> DOMAIN 
<222> (52) ... (67) 
<223> CDRII 

<400> 16 

Gin Leu Gin Leu ~Gln"Glu^Ser Gly Pro Gly Leu Val Lys Pro Ser Gin 

1 5 . 10 15 

Thr Leu Ser Leu Thr Cys Thr Val Ser Gly Gly Ser He Ser Ser Gly 

^ . 20 25 30 

Ser Tyr Tyr Trp Ser Trp He Arg Gin Pro Ala Gly Lys Arg Leu Glu 

35 40 45 

Trp He Gly Tyr He Tyr Tyr Ser Gly Ser Thr Tyr Tyr Asn Pro Ser 

50 55 60 

" - - " - 43 - - " - - 
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Leu Lys Ser Arg Val Thr lie Ser 
65 70 
Ser Leu Lys Leu Ser Ser Val Thr 
85 

Cys 




Val Asp Thr Ser Lys Asn Gin Phe 

75 80 
Ala Ala Asp Thr Ala Val Tyr Tyr 
90 95 



^0- 

%B <223> CDRI 



y 

"'"-=1 



<210> 17 
<211> 96 
<212> PRT 

<213> Pan troglodytes 
<220> 

<221> DOMAIN 
<222> (31) . . . (35) 



<221> DOMAIN 
<222> (50) ... (66) 
<223> CDRII 



<400> 17 

ffi Gin Val Gin Leu Val Gin Ser Gly Ala Glu Val Lys Lys Pro Gly Ser 

P 1 5 . 10 . 15 

Ser Val Lys Val Ser Cys Lys Val Ser Gly Gly Thr Phe Ser Thr Tyr 

20 25 30 

Gly Phe Ser Trp Val Arg Gin Ala Pro Gly Gin Gly Leu Glu Trp Met 
" ' " 35 — — ^ - 40' ' " ^ ~ 45 

Gly Met lie lie Pro lie Val Gly Thr Val Lys Tyr Ala Gin Arg Phe 

- - - 50 ^ ~~ ' —-55"™ " ^ ~ 60 ^ 

Gin Gly Arg Val Ser lie Asn Ala Asp Thr Ser Thr Asn lie Ala Tyr 

65 70 75 80 

Met Glu Leu Thr Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

<210>' 18 ■ 
<211> 96 



-44 - 
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<212> PRT 

<213> Pan troglodytes 



<220> 

<221> DOMAIN 

<222> (31) ... (35) 

<223> CDRI 

<221> DOMAIN 

<222> (50) ... (66) 

<223> CDRII 



<400> 18 

Glu Val Gin Leu Val Glu Ser Gly Glu Gly Leu Val Lys Pro Gly Gly 
V3 1 5 10 15 

:if Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Phe 

P . 

ifl 20 25 30 

Leu Met Phe Trp Val Arg Gin Ala Pro Glu Lys Gly Leu Glu Trp Val 
- 35 40 45 ' 

= Ser Thr lie Asp Val Ser Gly Gly Asn Met Trp Tyr Arg Asp Ser Val 

50 55 60 

Lys Gly Arg Phe Thr Met Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
65 70 75 80 

Leu Gin Met Thr Ser Leu Arg Ala Asp Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 



<210> 19 
<211> 381 
<212> DNA 
<~2i3>~Pan 



troglodytes 



<220> 

<221> CDS 

<222> (1) . . . (381) 



<400> 19 

atg agg gtc cct get cag etc ctg ggg etc ctg ctg etc tgg cte tea 

- - - 45 ' - - 



P50770 



Met Arg Val Pro Ala Gin Leu Leu Gly Leu Leu Leu Leu Trp Leu Ser 

1 5 10 15 

ggt gcc aga tgt gac ate cag atg acc cag ttt cca tec tec etg tet 96 

Gly Ala Arg Cys Asp lie Gin Met Th-r Gin Phe Pro Ser Ser Leu Ser 

20 25 3.0 

gca tct gta gga gac aga gtc acc ate act tgc cag tea agt cag age 144 

Ala Ser Val Gly Asp Arg Val Thr lie Thr Cys Gin Ser Ser Gin Ser 

35 40 45 

att tac aac tgc ttg agt tgg tat cag cag aaa cca ggg aag gee ect 192 

lie Tyr Asn Cys Leu Ser Trp Tyr Gin Gin Lys Pro Gly Lys Ala Pro 

50 55 60 

S3 

\Q aea etc eta ate tat ggt gea tte acc ttg aat agt ggg gtc cca tea 240 

Thr Leu Leu lie Tyr Gly Ala Phe Thr Leu Asn Ser Gly Val Pro Ser 

m 65 70 75 80 



1=3 



aga ttc agt ggc agt gga tet gge aea gat tte act etc ace ate age 288 



O Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser 

. * " 85 90 95 

Cn 

aat etg caa ect gaa gat ttt gca aea tat tac tgt cag egt ggt tac 33 6 

Asn Leu Gin Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gin Arg Gly Tyr 

100 105 110 



ggc aea cag etc act ttc ggt gga ggg, acc aag gtg gag ate aag 381 
Gly Thr Gin Leu Thr Phe Gly Gly Gly Thr Lys Val Glu lie Lys 

"""" 115"^" ^ '120 " ' 125 



<210> 20 
<211> 384 
<212> DNA 

<213> Pan troglodytes 



in 



X3 
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<220> 

<221> CDS 

<222> (1) . . . (384) 

<400> 20 

atg gac atg agg gtc ccc get cag etc ctg ggg etc ctg ctg etc tgg 48 
Met Asp Met Arg Val Pro Ala Gin Leu Leu Gly Leu Leu Leu Leu Trp 
1 5 10 15 

etc cca ggt ace aga tgt gac ate cag atg ace eag tet cea tee tec 96 
Leu Pro Gly Thr Arg Cys Asp lie Gin Met Thr Gin Ser Pro Ser Ser 
20 25 30 

ctg tet gca tet gta gga gac aga gtc ace ate act tgc egg gee agt 144 
Leu Ser Ala Ser Val Gly Asp Arg Val Thr lie Thr Cys Arg Ala Ser 
35 40 45 

eag gge att age aat tat tta gee tgg tat cag eag aaa cca ggg aaa 192 
Gin Gly lie Ser Asn Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Lys 
50 . 55 60 



M gee cct aag etc etc ate tat tat gca tec aga ttg gaa agt ggg gtc 240 

-0 Ala Pro Lys Leu Leu lie Tyr Tyr Ala Ser Arg Leu Glu Ser Gly Val 

13 

U 65 70 75 ' 80 

cca tea agg tte age ggc agt gga tet ggg acg gat tac act etc ace 288 

Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Tyr Thr Leu Thr 

" " " ' B5^ " " 90 95 

- - ~ ■ - ■ —ate age -"agc^etg 'cag "cct' gaa gat~ttt^ g^a'"'aet~"tat tac tgt caa cag 33 6 

lie Ser Ser Leu Gin Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gin Gin ■ 

100 105 110 

tat aac agt aae cee ttt teg gtg gag gga cca agg tgg aga tea aac 384 

Tyr Asn Ser Asn Pro Phe Ser Val Glu Gly Pro Arg Trp Arg Ser Asn 

115 120 125 



-47 
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<210> 21 
<211> 384 
<212> DNA 



<220> 

<221> CDS 

<222> (1) . . . (384) 

<400> 21 

atg teg cca tea caa etc att ggg ttt ctg etg ete tgg gtt cca gee 48 
Met Ser Pro Ser Gin Leu lie Gly Phe Leu Leu Leu Trp Val Pro Ala 
1 5 . 10 15 

tcc' agg ggt gaa att gtg ctg act cag tct cca gac ttt cag tct gtg 96 
Ser Arg Gly Glu lie Val Leu Thr Gin Ser Pro Asp. Phe Gin Ser Val 
20 25 30 

ect cca aag gag aaa gtc acc ate ace tgc egg gee agt cag age att 144 
Pro Pro Lys Glu Lys Val Thr lie Thr Cys Arg Ala Ser Gin Ser lie 
35 40 45 ' 

ggt agt age tta cac tgg tac cag cag aaa cca ggt cag tct cca aag 192 
Gly Ser Ser Leu His Trp Tyr Gin Gin Lys Pro Gly Gin Ser Pro Lys 
50 . • 55 60 



etc etc ate aag tat get tec cag tee ate tea ggg gtc cec teg agg 240 

Leu Leu lie Lys Tyr Ala Ser Gin Ser lie Ser Gly Val Pro Ser Arg" 



65 70 75 80. 

tte agt ggc agt gga tct ggg aca gat tte acc etc acc ate aat age 288 
Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Asn Ser 
85 90 95 

etg gaa get gaa gat get gea acg tat tac tgt cag caa agt agt aat 33 6 

Leu Glu Ala Glu Asp Ala Ala Thr Tyr Tyr Cys Gin Gin Ser Ser Asn ' 



P50770 



100 105 110 

tta cct cat acg etc act ttc ggt gga ggg acc aag gtg gag ate aaa 3 84 

Leu Pro His Thr Leu Thr Phe Gly Gly Gly Thr Lys Val Glu lie Lys 
115 120 125 



<210> 22 

<211> 372 

<212> DNA 

<213> Pan troglodytes 

<220> 

<221> CDS 

<222> (1) . . . (372) 

Q 

<400> 22 

fU gtc cct get cag etc ctg ggg etc ctg ctg etc tgg etc tea ggt gee 48 

Val Pro Ala Gin Leu Leu Gly Leu Leu Leu Leu Trp Leu Ser Gly Ala 
. 1 5 ' 10 15 

aga tgt gae ate eag atg ace eag tet eca tec tec ctg tct gca tet 96 
Cn Arg Cys Asp lie Gin Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser 

H 20 25 30 

H 

gta gga gac aga gtc ace ate act tgc eag. gea agt cag age att age 144 
Val Gly Asp Arg Val Thr He Thr Gys Gin Ala Ser Gin Ser He Ser 

" " ' 35 40 . 45 



"aa'c tat ttg agt tgg tat cag cag aaa eca ggg aaa gee cct aag etc 192 

Asn Tyr Leu Ser Trp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Lys Leu 

50 55 60 

ctg ate tat gat gea tec act ttg caa agt ggg gtc eca tea agg ttc 240 

Leu He Tyr Asp Ala Ser Thr Leu Gin Ser Gly Val Pro Ser Arg Phe 

65 '70 75 80 



49 
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agt ggc agt gga tct ggg aca gat ttc act etc acc ate age agt etg 

Ser. Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu 
85 90 95 

caa cet gaa gat ttt gca aca tat tac tgt cag egt ggt tae ggt aca 

Gin Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gin Arg Gly Tyr Gly Thr 
100 105 110 

etc act ttc ggt gga ggg acc aag gtg gag ate aaa 

Leu Thr Phe Gly Gly Gly Thr Lys Val Glu lie Lys 
115 . 120 



<210> 23 

<211> 384 

<212> DNA 

<213> Pan troglodytes 

<220> 

<221> CDS 

<222> (1) . . . (384) 

<400> 23 

atg gaa gee cea geg cag ctt etc ttc etc etg eta etc tgg etc eca 

Met Glu Ala Pro Ala. Gin Leu Leu Phe Leu Leu Leu Leu Trp Leu Pro 
1 5 . * 10 15 



gat ace ace gga gaa ata gtg ttg aeg cag tct eca gee acc etg tct 

Asp Thr Thr Gly Glu lie Val Leu Thr Gin Ser Pro Ala Thr Leu Ser 

_ - — 25 " "~~ 3 0~~ ' 

ttg tct cea ggg gaa aga gee ace etc tec tgc agg gee agt cag agt 

Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gin Ser 

35 ■ 40 45 

gtt age agg tac tta gcc tgg tac cag cag aaa cet ggc cag get cec 

Val Ser Arg Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro 



ir 
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50 55 60 

agg etc etc ate tat ggt gca tec aac agg gee act gge ate eca gee 240 
Arg Leu Leu lie Tyr Gly Ala Ser Asn Arg Ala Thr Gly lie Pro Ala 
65. 70 75 80 

agg ttc agt ggc agt ggg tct agg aca gac ttc act etc acc ate age 2 88 

Arg Phe Ser Gly Ser Gly Ser Arg Thr Asp Phe Thr Leu Thr lie Ser 
85 90 95 

age gtg gag cct gaa gat ttt gca gtt tat tac tgt cag cag tat aat 33 6 

Ser Val Glu Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gin Gin Tyr Asn 
■ 100 105 110 

aac cag cct ctg ate gee ttc ggc caa ggg aca cga ctg gag att aaa 3 84 



%n Asn Gin Pro Leu lie Ala Phe Gly Gin Gly Thr Arg . Leu Glu lie Lys 

f"3 • 



115 120 125 



2' <210> 24 

r3 <211> 387 

<212> DNA 

[fi <213> Pan troglodytes 

<220> 

<221> CDS 

<222> (1) . . . (387) 

<400> 24 . ' 

^atg "gac atg agg~gtc" occ~ get c'ag etc" ctg ^gg etc ctg ctg etc tgg 4 8 

Met Asp Met Arg Val Pro Ala Gin Leu Leu Gly Leu Leu Leu Leu Trp 
1 5 10 ' 15 

ttc eca ggt gee aaa tgt gac ate cag atg ace cag tct cct tee acc 96 
Phe Pro Gly Ala Lys Cys Asp lie Gin Met Thr Gin Ser Pro Ser Thr 
20 25 30 



51 - 
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ctg tct gcc tec ata gga gac aga gtc acc ate act tgt egg get agt 144 
Leu Ser Ala Ser lie Gly Asp Arg Val Thr lie Thr Cys Arg Ala Ser 
35 40 45 



cag ggc ate tat aat tat ttg aat tgg tat cag eaa aaa eca ggg aga 19?. 
Gin Gly lie Tyr Asn Tyr Leu Asn Trp Tyr Gin Gin Lys Pro Gly Arg 
50 55 60 

gcc cct gga etc etc ate ttt ggt gee agg aat ttg gag act ggg gtc 240 
Ala Pro Gly Leu Leu lie Phe Gly Ala Arg Asn Leu Glu Thr Gly Val 
65 70 75 80 

eca tea aca ttc age ggc agt. ggt tee ggg aca cac ttc act etc ace 288 
Q Pro Ser Thr Phe Ser Gly Ser Gly Ser Gly Thr His Phe Thr Leu Thr 



£3 

in 
ru 



85 90 95 



ate age age ctg cag cct ggt gat ttt gcg act tat tac tgt cag eaa 33 6 

-^g lie Ser Ser Leu Gin Pro Gly Asp Phe. Ala Thr Tyr Tyr Cys Gin Gin 

W 100 105 110- 

?^ 

Is— ^ 

'^-J tat tat act acc eeg tat act ttt ggc cag ggg ace aag ctg gag ate 3 84 

Tyr Tyr Thr Thr Pro Tyr Thr Phe Gly Gin Gly Thr Lys Leu Glu lie 



115 120 125 



aaa 3 87 



<210> 25 
<211> Yqi 
<212> DNA 

'<213> Pan trog^lodytes 



<220> 

<221> CDS 

<222> (1) . . . (387) 



<400> 25 

atg gac atg agg gtc cec get cag etc ctg ggg etc 



ctg ctg etc tgt 



48 
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Met Asp Met Arg Val Pro Ala Gin Leu Leii Gly Leu Leu Leu Leu Cys 

15- 10 15 

ttc cca ggt gcc aga tgt gac ate cag atg acc cag tct cca tec tea 

Phe_ Pro Gly Ala Arg iCys Asp lie.. Gin .Met Thr Gin. Ser Pxo^ .Se.r ?er 

20 25 30 



ctg tct get tct gta gga gac aga gtc acc ate tct tgt egg gcg agt 

Leu Ser Ala Ser Val Gly Asp Arg Val Thr lie Ser Cys Arg Ala Ser 

35 40 45 

ctg gat att age acc tgg tta gee. tgg tat. cag cag aaa cca ggg aaa 

Leu Asp lie Ser Thr Trp Leu Ala. Trp Tyr Gin Gin Lys Pro Gly Lys 

50 .55 60' 

gee ect aag ecc ctg ate tat get gca tec act ttg cca agt ggg gtc 

Ala Pro Lys Pro Leu -lie Tyr Ala Ala Ser Thr Leu Pro Ser Gly Val 

65 70 75 80 

cca teg agg ttc age ggc agt gga tct ggg aca gat ttc act etc ace 

Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr 

85 90 95 

ate age age ctg cag ect gaa gat tct gca act tat tac tgc cga caa 

lie Ser Ser Leu Gin Pro Glu Asp Ser, Ala Thr Tyr Tyr Cys^ Arg Gin 

100 105 110 



tat. aat agt tat ceg etc act ttc ggt gga ggg acc aag gtg gag ate 
Tyr Asn Ser Tyr Pro Leu Thr Phe Gly Gly Gly Thr Lys Val Glu lie 



115 120 125 



aag 



<210> 26 
<211> 372 
<212> DNA 

<213> Pan troglodytes 



P50770 



<220> 

<221> CDS 

<222> (1) . . . (372) 

<400> 26 

tct act cag etc ctg ggg etc ctg ctg etc tgg etc cea ggt gee aaa 48 

Ser Thr Gin Leu Leu Gly Leu Leu Leu Leu Trp Leu Pro Gly. Ala Lys 
15 10 15 . 

tgt gac ate cag atg aec eag tet cct tec ace ctg tet gea tct gta 96 
Cys Asp lie Gin Met Thr Gin Ser Pro Ser Thr Leu Ser Ala Ser Val 
20 25 30 

%Q gga gac aga gtc aec ate act tge egg gee agt eag. ggt att agt age 144 

a=, 

:^ Gly Asp Arg Val Thr lie Thr Cys Arg Ala Ser Gin Gly lie Ser Ser 

m 35 40 . 45 



Cn 

L_J 



tgg tta gee tgg tat cag eag aaa cea ggg aaa gee cct aag etc ctg 192 

Trp Leu Ala Trp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Lys Leu Leu 

50 55 60 

ate tat aag gea tet agt tta gaa agt ggg gtc cea tea agg tte age 240 

lie Tyr Lys Ala Ser Ser Leu Glu Ser Gly Val Pro Ser Arg; Phe Ser 

65 70 75 80 

gge agt gga tet ggg aea gaa tte act etc ace ate age age ctg cag 288 

Gly Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr lie Ser Ser Leu Gin 

85 90 95 

cct gat gat ttt gea act tat tac tgc caa cag tat agt agt tac cct 33 6 

Pro Asp Asp Phe Ala Thr Tyr Tyr Cys Gin Gin Tyr Ser Ser Tyr Pro 

100 105 110 

cga acg tte gge caa ggg ace aag ctg gaa ate aaa 372 

Arg Thr Phe Gly Gin Gly Thr Lys Leu Glu lie Lys 
115 120 

- - - - - 54 ^ - ^ - - - ^ - - - 
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<210> 27 
<211> 387 
<2l'2> DNA 

<213> Pan troglodytes 

<220> 

<221> CDS 

<222> (1) . . . (387) 



<400> 27 

atg gac atg agg gtc ccc get cag etc ctg ggg etc ctg ctg etc tgg 

Met Asp Met Arg Val Pro Ala Gin Leu Leu Gly Leu Leu Leu Leu Trp 

1 5 10 15 

etc tea ggt ace aga tgt gac ate eag atg ace cag tct cca tec tee 

Leu Ser Gly Thr Arg Cys Asp lie Gin Met Thr Gin Ser Pro Ser Ser 

20 25 30 

ctg tct gea tct gta gga gac aga gtc ace ate act tgc egg gea agt 

Leu Ser Ala Ser Val. Gly Asp Arg Val Thr lie Thr Cys Arg Ala Ser 

35 40 45 

cag age att age aac tat ttg agt tgg tat cag. cag aaa cca ggg aaa 

Gin Ser lie Ser Asn Tyr Leu Ser Trp Tyr Gin Gin Lys Pro Gly Lys 
50 55 60 



gee cet aag etc ctg ate tat tat gea tee act ttg caa agt ggg gtc 

■^Ala "Pro Lys "Leu Leu 'Ile~Tyr Tyr ~Ala ~Ser Thr^~Leu Gin Ser Gly Val 

65 70 75 . 80 

cca tea agg tte agt gge agt gga tct ggg aca gat tte act etc ace' 

Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr 

85 90 95 



ate age agt ctg caa cct gaa gat ttt gea act tat tac tgt cag cat 



P50770 



lie Ser Ser Leu Gin Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gin His 
100 105 110 

ggt tac ggt aca cat cgc act ttc ggt gga ggg acc aag gtg gag ate 3 84 

, GOy _Tyr . Gly_.^Thx_His_^Prp„ Th Hhe.J31y_pily_jGly._Thr .Lys JV:al^j31u _.Ile 

115 120 125 



■in 



aaa 387 

<210> 2 8 , ' 

<211> 88 
<212> PRT 

<213> Pan troglodytes " " 



5 ■ <220> 

<221> domain' 



<222> (24) . (34) 
<223> CDRI 



<221>; DOMAIN . ; . . 

<222> (50) . . . (66) . 
<223> CDRII ' ' . 

<400> 28 : ■ " . • 

Asp lie Gin. Met Thr Gin Phe Pro Ser Ser Leu Ser Ala Ser Val Gly 

1 . 5 - 10 15 

Asp Arg Val Thr lie Thr Cys .Gin Ser Ser Gin Ser lie Tyr Asn Cys 

' , 20 25 .30 

Leu Ser Trp- Tyr Gin Gin Lys Pro' Gly Lys Ala Pro Thr Leu Leu lie 

V 35- ' ' 40 7 '^^ • ' 45 

Tyr Gly Ala Phe Thr Leu Asn Ser Gly Val Pro Ser Arg Phe Ser Gly 

50 " ■ 55 60 

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Asn Leu . Gin Pro 
65 . 70 75' 80 

Glu Asp Phe Ala Thr Tyr Tyr Cys 
^ ' 85 
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<210> 29 

<211> 88 

<212> PRT 

<213> Pan troglodytes 
<220> 

<221> DOMAIN 

<222> (24) ... (34) 

<223> CDRI 

<221> DOMAIN 

<222> (50) . . . (.66) 

<223> CDRII ■ - . 

<400> 29 

Asp lie Gin Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly 

1 5 10 15 ■' 

Asp Arg Val Thr lie Thr Cys Arg Ala Ser Gin Gly lie Ser Asn Tyr 

20 * 25 . 30 

Leu Ala Trp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Lys Leu Leu* lie. 

35 40 .45 

Tyr Tyr Ala Ser Arg Leu Glu Ser Gly Val Pro Ser Arg Phe Ser Gly 
50 55 • 60 

1=4 Ser Gly Ser Gly Thr Asp Tyr Thr. Leu Thr lie Ser Ser . Leu Gin Pro 

65 70 75 80 

Glu Asp Phe Ala Thr Tyr Tyr Cys 
85 



m 

fit 



<210> 30 



<211> 88 
<212> PRT 

<213> Pan troglodytes 
<220> 

<221> DOMAIN 
<222> (24) ... (34) 
<223> CDRI 



-57- 
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<221> DOMAIN 
<222> (50) ... (66) 
<223> CDRII 



<400> 30 

Glu lie Val Leu Thr Gin Ser Pro Asp Phe Gin Ser Val Pro Pro Lys 

1 5- 10 15 

Glu Lys Val Thr lie Thr Cys Arg Ala Ser Gin Ser lie Gly Ser Ser 

20 25 30 

Leu His Trp Tyr Gin Gin Lys Pro Gly Gin Ser Pro Lys Leu Leu lie 

35 • 40 45 

Lys Tyr Ala Ser Gin Ser lie Ser Gly Val Pro Ser Arg Phe Ser Gly 

50 55 60 

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Asn Ser Leu Glu Ala 
65 70 75 80 



Glu Asp Ala Ala Thr Tyr Tyr Cys 

fU 



85 



<210> 31 



-4 <211> 88 

<212> PRT 

rn ' 

f2 <213> Pan troglodytes 



<220> 

<221> DOMAIN 
<222> (24) ... (34) 
<223> CDRI 



<221> DOMAIN 
<222> (50) . , . (66) 
<223> CDRII 

<400> 31 

Asp lie Gin Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly 

1 . 5 .10 15 

Asp Arg Val Thr lie Thr Cys Gin Ala Ser Gin Ser lie Ser Asn Tyr 

: - - 58 




13 

m 
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20 25 30 

Leu Ser Trp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Lys Leu Leu lie 

35 40 45 

Tyr Asp Ala Ser Thr Leu Gin Ser Gly Val Pro Ser Arg Phe Ser Gly 

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Gin Pro 
65 70 75 80 

Glu Asp Phe Ala Thr Tyr Tyr Cys 
85 

<210> 32 
<211> 88 
<212> PRT 

<213> Pan troglodytes 
<220> 

<221> DOMAIN 
<222> (24) . . . (34) 
<223> CDRI 



<2 21> DOMAIN 
<222> (50) ... (66) 
<223> CDRII 

<400> 32 

Glu He Val Leu Thr Gin Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 

1_ _ _5_ ^ 10 15 

Glu Arg Ala Thr^ Leu Ser Cys Arg Ala Ser Gin Ser Val Ser Arg Tyr 

20 .25 30 

Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu He 

35 40 45 

Tyr Gly Ala Ser Asn Arg Ala Thr Gly He Pro Ala Arg Phe Ser Gly 

50 55 60 

Ser Gly. Ser Arg Thr Asp Phe Thr Leu Thr He Ser Ser Val Glu Pro 
65 70 75 80 

Glu Asp Phe Ala Val Tyr Tyr Cys 
85 



"59 
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is? 3 



■ r" 
ifl 

S3 

9 : 



<210> 33 
<211> 88 
<212> PRT 

^ 

<220> 

<2 21> DOMAIN 
<222> (24) . . . (34) 
<223> CDRI 

<2 21> DOMAIN 
<222> (50) . . . (66) 
<223> CDRII 



<400> 33 

Asp lie Gin Met Thr Gin Ser Pro -Ser Thr Leu Ser Ala Ser lie Gly 

1 5 10 15 

Asp Arg Val Thr lie Thr Cys Arg Ala Ser Gin Gly lie Tyr Asn Tyr 

20 25 30 

Leu Asn Trp Tyr Gin Gin Lys Pro Gly Arg Ala Pro Gly Leu Leu lie 

35 40 .45 

Phe Gly Ala Arg Asn Leu Glu Thr Gly Val Pro Ser Thr Phe Ser Gly 

50 55 60 

Ser Gly Ser Gly Thr His Phe Thr Leu Thr lie Ser Ser Leu Gin Pro 
65 70 75 80 

Gly Asp Phe Ala Thr Tyr Tyr Cys ' 
85 



<210> 34 
<211> 88 
<212> PRT 

<213> Pan troglodytes 
<220> 

<221> DOMAIN 
<222> (24) ... (34) 



60 
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11 



<223> CDRI 

<221> DOMAIN 
<222> (50) ... (66) 
<22 3> CDRXX 

<400> 34 

Asp lie Gin Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly 

1 .5 10 15 

Asp Arg Val Thr lie Ser Cys Arg Ala Ser Leu Asp lie Ser Thr Trp 

20 25 30 ' 

Leu Ala Trp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Lys Pro Leu lie 

35 40 45 

Tyr Ala Ala Ser Thr Leu Pro Ser Gly Val Pro Ser Arg Phe Ser Gly 

50 55 60 

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Gin Pro 
65 70 75 80 

Glu Asp Ser Ala Thr Tyr Tyr Cys 
85 ' 

<210> 35 
<211> 88 
<212> PRT 

<213> Pan troglodytes 



<220> 

<221> DOMAIN 
<222> (24) . . . (34) 
<223> CDRI 



<221> DOMAIN 
<222> (50) ... (66) 
<223> CDRII 

<400> 35 

Asp lie Gin Met Thr Gin Ser Pro Ser Thr Leu Ser Ala Ser Val Gly 
1 5 10 15 

- - - - 61 - - - ■ - 
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Asp Arg Val Thr lie Thr Cys Arg- Ala Ser Gin Gly lie Ser Ser Trp 

20 25 30 

Leu Ala Trp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Lys Leu Leu He 

35 . 40 45 

rrw T, -.Tf AT,-. O^-w- C^-^ T T . . r* — — tt—I, ^-m r-tl . ^ — /-^T,,- 

X _y J. .J i-v^c* .-^v=j_ i-j^=;j.'jji;::;vj. vjjL\j. L3^=j- <jj.^ vcij. jrj.v_/ ocrj_' r\±. y iTiicr ocj- 

50 55 60 

Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr He Ser Ser Leu' Gin Pro 
65 70 75 80 

Asp Asp Phe Ala Thr Tyr Tyr Cys 
85 

<210> 36 

<211> 88 

<212> PRT 

<213> Pan troglodytes 



m <22 0> 



<221> DOMAIN 

<222> (24) . . . (34) 

<223> CDRI 

<221> DOMAIN 

<222> (50) . . . (66) 



£3 

1^ <223> CDRII 



•<400> 36 

Asp iTe Gin Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly 

1 .5 10 .15 

Asp Arg Val Thr He Thr Cys Arg Ala Ser Gin Ser He Ser Asn Tyr 

20 25 30 

Leu Ser Trp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Lys Leu Leu He 

35 .40 45 . 

Tyr Tyr Ala. Ser Thr Leu Gin Ser Gly Val Pro Ser Arg Phe Ser Gly 

50 55 60 

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr He Ser Ser Leu Gin Pro 
65 70 75 80 

Glu Asp Phe Ala Thr Tyr Tyr Cys 



C3 



in 



r-3 
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85 

<210> 37 
<211> 408 

"< 2 1 2 > DNA * ' * 

<213> Macaca cynomolgus 

<220> 

<221> CDS ^ . _ , . * 

<222> (1) . . . (408) 

<400> 37 . 

atg gag ttt gga ctg age tgg gtt ttc ctt gtc get att ttc aaa ggt 48 

Met Glu Phe Gly Leu Ser Trp Val Phe Leu Val Ala lie Phe Lys -Gly 
1 5 10. 15 

gtc cag tgt gaa gtg cag ttg gtg gag tct ggg gga ggc ttg gta cag 96 
Val Gin Cys Glu Val Gin Leu Val Glu Ser Gly Gly Gly Leu Val Gin 
20 ' 25 30 

ccg ggg ggg tec ctg aga etc gee tgt gta ggc tct gga ttc gee ttc 144 
Pro Gly Gly Ser Leu Arg Leu Ala Cys Val Gly Ser Gly Phe Ala Phe 



Cn 35 40 45 

- ■ ' 

aga aac ace agg atg cac tgg att cga cag act cca gga aag agg ctg 192 

Arg Asn Thr Arg Met His Trp lie Arg Gin Thr Pro Gly Lys Arg Leu 

___50 5 5 60 

gag tgg gtg gee gac ata aag ttt gat gga agt gat ttt tac tat gta 240 



Glu Trp Val Ala Asp. lie Lys Phe Asp Gly Ser Asp Phe Tyr Tyr Val 

65 70 75 80 

gac tct gtg aag ggc cga ttc ace ate tec aga gac aac gee aag aac 2 88 

Asp Ser Val Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ala Lys Asn 

.85 90 95 

tec etc tat ctg gaa atg aac age ctg aga ect gat gac aca gee gtc 336 



P50770 




Ser Leu Tyr Leu Glu Met Asn Ser 
100 

tat ttc tgt gtg aga gaa tac aga 

ry^ Pile CyS Val Aiy Glu Tyr Arg 

115 120 

gga gtt ctg gtc acc gtc tec tea 
Gly Val Leu Val Thr Val Ser Ser 

130' ' 135 




Leu Arg Pro Asp Asp Thr Ala Val 
105 110 

gat gga etg gat gtc tgg ggc egg 3 84 

ncsj-^ jj^=wi. i-ii3i-' vwj. xj-i-zN-iJ-jr 

125 

408 



<210> 38 
<211> 381 
<212> DNA 

<213> Macaca cynomolgus* 

<220> - 
<221> CDS 
<222> (1) . . . (381) 



= 3 

ira 

3.: a 

ru 

l=i <400> 38 

gtg aea get ccc aga tgg gtc etg tec eag gtg caa ttg cag gag teg 48 
Tl Val Thr Ala Pro Arg Trp Val Leu Ser Gin Val Gin Leu Gin Glu Ser 

15 10 15 



gg<^cca gga ctg gtg aag cet_tcg gag acc ^tg^ J^^? 5^^^ act 
Gly_ Pro _Gly Leu Val Lys Pro; Ser Glu Thr Leu Ser Leu Thr Cys Thr 
20 25 30 

gtc tct ggt gae tec ate acc act gtc ttc tgg age tgg etc cgc cag 
Val Ser Gly Asp Ser lie Thr Thr Val Phe Trp Ser Trp Leu Arg Gin 
35 40 45 

teg eca ggg att ggg etg gag tgg att ggg aat ttt get ggt agt act 

Ser Pro Gly lie Gly Leu Glu Trp lie Gly Asn Phe Ala Gly Ser Thr 

50 55 60 

- - - - ■ - - • 



96 



144 



192 



P50770 



ccg gaa acg aac tac aat ccc tec etc aag aat cga gcc aec att tea 240 

Pro Glu Thr Asn Tyr Asn Pro Ser Leu Lys Asn Arg Ala Thr lie Ser 
65 70 . 75 80 

aaa gac acg ccc acg aat caa ttt ttc etg agg ctg acg tct gtg acc 288 

Lys Asp Thr Pro Thr Asn Gin Phe Phe Leu Arg Leu Thr Ser Val Thr 
85 90 95 

gee gcg gac acg gcc gtc tac ttc tgt gcg aga gga ggg gga gee gge- 33 6 

Ala Ala Asp Thr Ala Val Tyr Phe Cys Ala Arg Gly Gly Gly Ala Gly 
100 105 110 

aac cea etc act tgg gge eag gga gtc eag gte aec gtc tec tea 3 81 

O 

If^ Asn Pro Leu Thr Trp Gly Gin Gly Val Gin Val Thr Val Ser Ser 



Is? 9 



y4 



115 120 125 



<210> 39 
<211> 417 
<212> DNA 

<213> Macaea cynomolgus 

<220> 

<221> CDS 

<222> (1) . . . (417) 



<400> 39 

atg ggg tea act gcc ate etc gcc etc etc etg get gtt etc eaa gga 48 

Met Gly Ser Thr Ala lie Leu Ala Leu Leu Leu Ala Val Leu Gin Gly 

1-5 10 15 

gte tgt gee gag gtg cat ctg gtg cag tct gga gea eag gtg aaa agg 96 

Val Cys Ala Glu Val His Leu Val Gin Ser Gly Ala Gin Val Lys Arg 

20 25 3.0 

ccc ggg gaa tct etg agg ate tee tgt aag act tct gga tac acc ttt 144 

- - - - -6 5 ^ " 



P50770 




Pro Gly Glu Ser Leu Arg lie Ser Cys Lys Thr Ser Gly Tyr Thr Phe 
35 40 45 



acc gac age tgg ate age tgg gtg cge cag atg ccc ggg aaa ggc etg 

Thr Asp Ser Trp lie Ser. Trp Val Arg Gin Met Pro Gly Lys Gly Ijeu 
50 55 60 



192 



gag tgg atg gga aac ate tat ect ggt gat tet gat tec aga. tae aae 240 

Glu Trp Met Gly Asn lie Tyr Pro Gly Asp Ser Asp Ser Arg Tyr Asn 

65 70- 75 80 

ccg tec tte eaa gge ege gte act ate tea gte gac aag tec ate agt 288 

Pro Ser Phe Gin Gly Arg Val Thr lie Ser Val Asp Lys Ser lie Ser 

85 90 95 

aec ace tac etg eag tgg age age etg aag gee teg gac act gee aca 33 6 

.^^ Thr Thr Tyr Leu Gin Trp Ser Ser Leu Lys' Ala Ser Asp Thr Ala Thr 

m 100 105 110 

tat tae tgt gcg aag ata gat age aae tae tae age egg tte gaa gte 3 84 

O Tyr Tyr Cys Ala Lys lie Asp Ser Asn Tyr Tyr Ser Arg Phe Glu Val 



%0 



115 120 125 

tgg gge eee gga gte atg gte ace gte tec tea 417 

Trp .Gly. Pro Gly Val Met Val Thr Val Ser Ser 
130 135 



<210> 40 
<2il>~42'3 
<212> DNA 

<213> Maeaca cynomolgus 

<220> 

<221> CDS 

<222> (1) . . . (423) 



66 



P50770 



<400> 40 

atg aag cac ctg tgg ttc ttc etc etc ctg gtg gea get eet aga tgg 48 

Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp 
1 5 . 10 15 

gte etg tec eag gtg eag ttg cag gag teg gge cea gga gtg gtg aag 96 
Val Leu Ser Gin Val Gin Leu Gin Glu Ser Gly Pro Gly Val Val Lys 
20 25 30 

cct teg gag. ace ctg tee etc ace tgc act gtc tct ggt gge tec ttc 144 
Pro Ser Glu Thr Leu Ser Leu Thr Cys Thr Val Ser Gly Gly Ser Phe 
35 40 45 

agt act tac tac tgg aat tgg ate cgc cag ccc cea ggg aag gga etg 192 
^Pl Ser Thr Tyr . Tyr Trp Asn Trp lie Arg Gin Pro Pro Gly Lys Gly Leu 

\Q 50 55 , 60 

□ 

fU gag tgg att gga tat ate ggt ggt ggt ggt ggt cgc ccc aac tac aat 240 

Glu Trp lie Gly Tyr lie Gly Gly Gly Gly Gly Arg Pro Asn Tyr Asn 

iiJ 

y 65 70 75 80 

s: 

- , tec tec etc aag agt cgc ate ace etg tea eta gac gcg tee aag aac 288 

. - ■ , 

tFi Ser Ser Leu Lys Ser Arg lie Thr Leu Ser Leu Asp Ala Ser Lys Asn 

p 85-90 95' 

cag ttc tec ctg aac ctg age tct gtg ace gee gcg gac acg gee gtg 33 6 

Gin Phe Ser Leu Asn Leu Ser Ser Val Thr Ala Ala Asp Thr Ala Val 
100 105 110 



tac tac tgt gee aga gat egg gge tac' ggt gee age aat gat get ttt 3 84 

Tyr Tyr Cys Ala Arg Asp Arg Gly Tyr Gly Ala Ser Asn Asp Ala Phe 

115 ' 120 125 

gat ttc tgg gge caa ggg etc agg gte aec gte tct tea 423 

Asp Phe Trp Gly Gin Gly Leu Arg Val Thr Val Ser Ser 
130 135 140 



67 
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<210> 41 
•<211> 411 
<212> DNA 



<220> 

<221> CDS 

<222> (1) . . . (411) 



atg aag cac ctg tgg ttc ttc etc etc ctg gtg gca act cct aaa tgg 48 
Met Lys His Leu- Trp Phe Phe Leu Leu Leu Val Ala Thr Pro Lys Trp 
1 5 10 15 ■ " 

Q 

%Q gtc ctg tec cag gtg cag ttg cat gag teg ggc cct gga ctg ctg aag 9 6 

O 

. Val Leu Ser Gin Val Gin Leu His Glu Ser Gly Pro Gly Leu Leu Lys 

3 



cct teg gag ace ctg tec etc acc tgc aat gtc tec ggt gac tec ccc 144 

Pro Ser Glu Thr Leu Ser Leu Thr Cys Asn Val Ser Gly Asp Ser Pro 

35 40 45 

act aag tec acg tgg aac tgg gtc cgc cag tec cca ggg aag cca ctg 192 

Thr Lys Ser Thr Trp Asn Trp Val Arg Gin Ser Pro Gly Lys Pro Leu 

50 55 60 



gaa tgg att ggt cat gtc ggt tet ggt gga ggt ggc ccc gtt tac aac 240 
Glu Trp lie Gly His Val Gly Ser Gly Gly Gly Gly Pro Val Tyr Asn 
65 70 . 75 80 



gtc ttc ttg acg ggt cgc gtc tee atg tct eta gac get tea aag aag 288 

Val Phe Leu Thr Gly Arg Val Ser Met Ser Leu Asp Ala Ser Lys Lys 

85 90 95 ' , 

ctt etc tec ctg gee tta gca tct gtg ace gcc gee gac teg gee gtc 336 

Leu Leu Ser Leu Ala Leu Ala Ser Val Thr Ala Ala Asp Ser Ala Val 
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100 105 110 

tat tac tgt gtc aga teg acg gca tta ttt teg ttg gat gtc tgg ggc 3 84 

Tyr Tyr Cys Val Arg Ser. Thr Ala Leu Phe Ser Leu Asp Val Trp Gly 

115- ' 120 125 

egg gga ctt ctg gtc acc gtc tec tea 411 
Arg Gly Leu Leu Val Thr Val Ser Ser 

130 135 ' 



<210> 42 
<211> 442 
<212> DNA. 

j^g <213> Macaca cynomolgus . 

- n 



L„1 



Id 



<22G> 



rU <221> CDS 



<222> (1) . . . (441) 
<400> 42 

atg gag ttg gga ctg age tgg gtt tte ctt ctt gtt get att tta aaa 48 
Met Glu Leu Gly Leu Ser Trp Val Phe Leu Leu Val Ala lie Leu Lys 
15 10 15 



ggt gte cag tgt gac aag eag ctg gtg cag teg ggg gga ggc ttg gtc 
Gly Val Gin Cys Asp Lys Gin Leu Val Gin Ser Gly Gly Gly Leu Val 
2 0 2 5 3 0 



96 



cag cct ggc ggg tct ctg aga etc gcc tgt gta gee tec gga ttc cec 
Gin Pro Gly Gly Ser Leu Arg Leu Ala Cys Val Ala Ser Gly Phe Pro 
35 40 45 

tte agt gac tat tac atg agt tgg gtc cgc cag get cea ggg aag ggg. 
Phe Ser Asp Tyr Tyr Met Ser Trp Val Arg Gin Ala Pro Gly Lys Gly 
50 55 60 



144 



192 



'69 
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ttg gag tgg ctt gga tta att aaa acc aat cct gat ggt gga acg aca 

Leu Glu Trp Leu Gly Leu lie Lys Thr Asn Pro Asp Gly. Gly Thr Thr 

65 70 75 80 

gat "bac gcc gcg cct "gt^g aaa ggc~aga ttt ate atc~ tea cga"gai: "gat" 

Asp Tyr Ala Ala Ser Val Lys Gly Arg Phe lie lie Ser Arg Asp Asp 

85 90 * 95 

tea aag aac tea ctg ttc ctt caa atg aac age ctg aaa ace gag gac 

Ser Lys Asn Ser Leu Phe Leu Gin Met Asn Ser Leu Lys Thr Glu Asp 

100 105 110 

aeg gcc gtg tat tac tgc acc aca gaa gtg ttg gtg gtg tet get att 

Thr Ala Val' Tyr Tyr Cys Thr Thr Glu Val Leu Val Val Ser Ala lie 

115 120 125 

caa etc att gga tgt ctg ggg ece ggg gag ttg tgg tea eee gtc tet 
Gin Leu lie Gly Cys Leu Gly Pro Gly Glu Leu Trp Ser Pro Val Ser 

130 135 140 

ttc cge ttc a 
Phe Arg Phe . 
145 



<210> 43 

<211>_407 _J ^ 

<212> ..DNA ... ^ 

<213> Macaca cynomolgus 



<220> 

<221> CDS 

<222> (1) . . . (405) 



<400> 
atg aag cac 
Met Lys His 



43 

ctg tgg ttc ttc etc etc ctg gtg gca get ccc aga tgg 
Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp 



Q 
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15 10 15 

gtc ctg tec cag gtg cag ttg gag gag teg ggc cca gga ctg gtg aag 9 6 

Val Leu Ser Gin Val Gin Leu Glu Glu Ser Gly Pro Gly Leu Val Lys 

20 25 3 0 

ccc teg gag ace ctg tec etc aee tgc get gtg tct ggt gge etc att 144 

Pro Ser Glu Thr Leu Ser Leu Thr Cys Ala Val Ser Gly Gly Leu lie 

35 40 45 

act gga aac tae tgg aac tgg etc egg cag tea gaa ggg aag gga ctg 192 

Thr Gly Asn Tyr Trp Asn Trp Leu Arg Gin Ser Glu Gly Lys Gly^ Leu 

50 55. 60 

gag tgg att ggc cat att ggt ggt agt agt ggg aac acc ggc tae aac 240 

Glu Trp lie Gly His lie Gly Gly Ser Ser Gly Asn Thr Gly Tyr Asn 

65 70 75 80 

tec .get ttc gag agt cgc gtc acc ttg tea aga gae acg gee aag aat 288 

Ser Ala Phe Glu Ser Arg Val Thr Leu Ser Arg Asp Thr Ala Lys Asn 

85 90 95 

egg ttc tec ctg aaa ctg acc tct gtg ace gee gea gat teg gee gtc 336 

Arg Phe Ser Leu Lys Leu Thr Ser Val Thr Ala Ala Asp Ser Ala Val 

100 105 110 

tat tae tgt geg aga teg ggt ttt acc' ggc acc gae ttc ttt tae tat 3 84 

Tyr Tyr Cys Ala Arg Ser Gly Phe Thr Gly Thr Asp Phe Phe Tyr Tyr 

115 120 125 



tgg ggc ceg ggg aag tct tgg tc 407 
Trp Gly Pro Gly Lys Ser Trp 
130 135 



<210> 44 
<211> 420 



71 
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<212> DNA 

<213> Macaca cynomolgus 

<220> 

<2 2 1> CDS 

<222> (1) . . . (420) 

<400> 44 

atg aag cac ctg tgg ttc ttc etc etc ctg gtg gca get ccc aga tgg 48 
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp . 
1 5 10 15 



gtc ctg tee eag gtt caa eta eag gag teg gge cca gga ctg atg aag 96 

Val Leu Ser Gin Val Gin Leu Gin Glu Ser Gly Pro Gly Leu Met Lys 

20 25 30 

cct teg gag ace etg tee etc aec tge get gte tct ggt gge tee ate 144 

fU Pro Ser Glu Thr Leu Ser Leu Thr Cys Ala Val Ser Gly Gly Ser lie 

M - 35 . 40 45 

J=! age ggt ggt ttt gge tgg gge tgg ate egt eag tec eeg ggg aag ggg 19 2 

Ser Gly Gly Phe Gly Trp Gly Trp lie Arg Gin Ser Pro Gly Lys Gly 

Cn 50 55 " 60 

I -J 

ctg gaa tgg att gga agt tite tat act act act gga aat ace ttc tec 240 

Leu Glu Trp lie Gly Ser Phe Tyr Thr Thr Thr Gly Asn Thr Phe Ser 

65 70 75 80 

aac ccc tee etc aag agt ega gte ace att tea geg gae acg tee aag 288 



Asn Pro Ser Leu Lys Ser Arg Val Thr lie Ser Ala Asp Thr Ser Lys 
85 90 95 ' 



aac cag ttc tec ctg aga ctg aec tct gtg ace gee geg gae acg gee 336 

Asn Gin Phe Ser Leu Arg Leu Thr Ser Val Thr Ala Ala Asp Thr Ala 

100 105 110 

gtt tat tac tgt geg aga gat etc tat age age gge tat aaa ttt tac 384 



7 2 ^ 
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Val Tyr Tyr Cys Ala Arg Asp Leu Tyr Ser Ser Gly Tyr Lys Phe Tyr 
115 120 125 

tac tgg ggc cag gga gtc ctg gtc acc gtc tec tea 
Tyr Tr'p Gly Gin"Gry Val LeuTVai 'Thr Val Ser Ser ^ " ' 

130 135 140 



<210> 45 
<211> 98 . 
<212> PRT 

<213> Macaca cynomolgus 
<220> 

<2 21> DOMAIN 
<222> (31) . . . (35) 
<223> CDRI 



<221> DOMAIN 
<222> (50) . . . (66) 
<223> CDRII 

<400> 45 

Glu Val Gin Leu Val Glu- Ser Gly Gly Gly Leu Val Gin Pro Gly Gly 

15 10 15 

Ser Leu Arg Leu Ala Cys Val Gly Ser Gly Phe Ala Phe Arg Asn Thr 

2 0 25 _ 3 0 

Arg Met. His Trp_ lie Arg Gin Thr. Pro Gly Lys Arg Leu Glu Trp Val 

3J ^ 40 45 

Ala Asp lie Lys Phe Asp Gly Ser Asp Phe Tyr Tyr Val Asp Ser- Val 

50 55 60 

Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr 
65 70 75 80 

Leu Glu Met Asn Ser" Leu Arg Pro Asp Asp Thr Ala Val Tyr Phe Cys 

85 90 95 



Val Arg 
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<210> 46 
<211> 98 
<212> PRT 

_ J ^ 3 

<220> 

<221> DOMAIN 

<222> (31) . , . (35) 

<223> CDRI 

<221> DOMAIN 
<222> (50) ... (66) 
<223> CDRII 

<400> 46 

Gin Val Gin Leu Gin Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Glu 

1 5 10 15 

Thr Leu Ser . Leu Thr Cys Thr Val Ser Gly Asp Ser lie Thr Thr Val 

20 25 30 

Phe Trp Ser Trp Leu Arg Gin Ser Pro Gly lie Gly Leu Glu Trp lie 

3 5 4 0 45 

Gly Asn Phe Ala Gly Ser Thr Pro Glu Thr Asn Tyr Asn Pro Ser Leu 

50 55 60 

Lys Asn Arg Ala Thr lie Ser Lys Asp Thr Pro Thr Asn Gin Phe Phe 
65 70 75 80 

Leu Arg Leu Thr Ser Val Thr Ala Ala .Asp Thr Ala Val Tyr Phe Cys 
85 90 95 

Ala Arg 



<210> 47 
<211> 98 
<212> PRT 

<213> Macaca cynomolgus 



P50770 



i=3 



<2 21> DOMAIN 
<222> (31) . . . (35) 
<223> CDRI 

<222> (50) . . . (66) 
<223> CDRII 

<400> 47 

Glu Val His Leu Val Gin Ser Gly Ala Gin Val Lys Arg Pro Gly Glu 

1 5 10 15 

Ser Leu Arg lie Ser Cys Lys Thr Ser Gly Tyr Thr Phe Thr Asp Ser 

20 25 * 30 

Trp lie Ser Trp Val Arg Gin Met Pro Gly Lys Gly Leu Glu Trp Met 

35 40 45 

Gly Asn lie Tyr Pro Gly Asp Ser Asp Ser Arg Tyr Asn Pro Ser Phe 

50 55 . 60 



Iff 

ry Gin Gly Arg Val Thr lie Ser Val Asp Lys Ser lie Ser Thr Thr Tyr 



65 70 75 80 

Leu Gin Trp Ser Ser LeU' Lys Ala Ser Asp Thr Ala Thr Tyr Tyr Cys 
85 90 , 95 

Ala Lys 



<210> 48 
<211> 98 
<212>_PRT 

<213> Macaca cynomolgus 



<220> 

<221> DOMAIN 
<222> (31) ... (35) 
<223> CDRI 



<221> DOMAIN 
<222> (50) . (66) ' 
<223> CDRII 



7 5 
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<400> 48 

Gin Val Gin Leu Gin Glu Ser Gly Pro Gly Val Val Lys Pro Ser Glu 

1 5 .10 15 

Thr Leu Ser Leu Tb.r Cys Tbr vaJ, Ser Gly G-ly Ser Phe Ser. Thr Tyr 

20 25 30 

Tyr Trp Asn Trp lie Arg Gin Pro Pro Gly Lys Gly Leu Glu Trp lie 

35 40 45 

Gly Tyr lie Gly Gly Gly. Gly Gly Arg Pro Asn Tyr Asn Ser Ser Leu 

50 55 60 

Lys Ser Arg lie Thr . Leu Ser Leu Asp Ala Ser Lys Asn Gin Phe Ser 
65 70 75 80 

Leu Asn Leu Ser Ser Val Thr Ala Ala Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

Ala Arg 



<210> 49 
<211> 98 
<212> PRT 

<213> Macaca cynomolgus 
<220> 

<221> DOMAIN 
<222> (31) ... (35) 
<223> CDRI 

<221> DOMAIN 
<222> (50) ... (66) 
" <223>~CDRII ' ' ' ' " ~~~ 

<400> 49 

Gin Val Gin Leu His Glu Ser Gly Pro Gly Leu Leu Lys Pro Ser Glu 

1 5 10 15 

Thr Leu Ser Leu Thr Cys Asn Val Ser Gly Asp Ser Pro Thr Lys Ser 

20 ■ ' 25 30 

Thr Trp Asn Trp Val Arg Gin Ser Pro Gly Lys Pro Leu Glu Trp lie 



P50770 



35 40 45 

Gly His Val Gly Ser Gly Gly Gly Gly Pro Val Tyr Asn Val Phe Leu 

50 55 60 

Thr Gly Arg Val Ser Met Ser Leu Asp Ala Ser Lys Lys Leu Leu Ser 
f^c, . n n OA 

Leu Ala Leu Ala Ser Val Thr Ala Ala Asp Ser Ala Val Tyr Tyr Cys 
85 90 95 

Val Arg 



<210> 50 
<211> 100 
<212> PRT 

<213> Macaca cynomolgus 



Tibs?. 

%n <220> 



<221> DOMAIN 



ry <222> (31) . . . (35) 

<223> CDRI 

W 

C3 <221> DOMAIN 

./f <222> (50) ... (68) 

In <223> CDRII 

□ 

<400> 50 

Asp Lys Gin Leu Val Gin Ser Gly Gly Gly Leu Val Gin Pro Gly Gly 

1 5._ 10 15^ 

Ser Leu Arg Leu Ala Cys Val Ala Ser Gly Phe Pro Phe Ser Asp Tyr 
20 25 30 



Tyr Met Ser Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Leu 

35 40 45 

Gly Leu lie Lys Thr Asn Pro Asp Gly Gly Thr Thr Asp Tyr Ala Ala 

50 .55 60 

Ser Val Lys Gly Arg Phe lie lie Ser Arg Asp Asp Ser Lys Asn Ser 
65 70 75 80 

Leu Phe Leu Gin Met Asn Ser Leu Lys Thr Glu Asp Thr Ala Val Tyr 
85 90 . 95 

' " 77 ' ~ 
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Tyr Cys Thr Thr 
100 

<210> 51 
<211> 98 
<212> PRT 

<213> Macaca cynomolgus 
<220> 

<221> DOMAIN 
<222> (31).. . . (35) 
<223> CDRI 



m 
fy 



<221> DOMAIN 
<222> (50) ... (66) 
<223> CDRII 



<400> 51 - 
Gin Val Gin Leu Glu Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Glu 

1 5 10 15 

Thr Leu Ser Leu Thr Cys Ala Val Ser Gly Gly Leu lie Thr Gly Asn 
.20 25 30 

ffi Tyr Trp Asn Trp Leu Arg Gin Ser Glu Gly Lys Gly Leu Glu Trp He 

□ 35 40 45 

Gly His He Gly Gly Ser Ser Gly Asn Thr Gly Tyr Asn Ser Ala Phe 

50 55 60 . 

Glu Ser Arg Val Thr Leu Ser Arg Asp Thr Ala Lys Asn Arg Phe Ser 
65 70 75 80 

Leu Lys Leu Thr Ser Val Thr Ala Ala Asp Ser Ala Val Tyr Tyr Cys 



85 90 95 

Ala Arg 



<210> 52 
<211> 99 
<212> PRT 

<213> Macaca cynomolgus 



P50770 



s = s 

o 




<220> 

<221> DOMAIN 
<222> (31) . . . (36) 
<223> CDRI 

. <221> DOMAIN 
<222> (51) ... (67) 
<223> CDRII 

<400> 52 

Gin Val Gin Leu Gin Glu Ser Gly Pro Gly Leu Met Lys Pro Ser Glu 

1-5 10 15 ' 

Thr Leu Ser Leu Thr Cys Ala Val Ser Gly Gly Ser lie Ser Gly Gly 
□ 20 25 30 

- Phe Gly Trp Gly Trp lie Arg Gin Ser Pro Gly Lys Gly Leu Glu Trp 

p 35 40 45 

[fi ■ 

lie Gly Ser Phe Tyr Thr Thr Thr Gly Asn Thr Phe Ser Asn Pro Ser 
li 50 55 60 

Leu Lys Ser Arg Val Thr lie Ser Ala Asp Thr Ser Lys Asn Gin Phe 
^2 65 70 75 ■ 80 

Ser Leu Arg Leu Thr Ser Val Thr Ala Ala Asp Thr Ala Val Tyr Tyr 
85 90 95 



Cys Ala Arg 



<210> 53 
<211> 390 
<212> DNA 

<213> Macaca cynomolgus 

<220> 

<221> CDS 

<222> (1) . - . (390) 



<400> 53 

atg gac ata agg gtc ccc gtg cag etc ctg ggg etc ctg ttg etc tgg 



48 



P50770 



in 



20 



35 



50 



65 



85 



Pro 


Val 


Gin 


Leu 


Leu 


Gly 


Leu 


Leu 


Leu 


Leu 


Trp 












10 










15 






tgt 


gac 


ate 


eag 


atg 


ace 


cag 


tct 


cca 


tec 


tee 


96 




sr " 


lie 


Gin 


Met 


Thr- 


-Gin- 


Ser 


Pro 


Se-r - 


Ser^ 










25 










30 








gga 


gac 


act 


gtc 


aec 


ate 


act 


tge 


egg 


gcg 


agt 


144 


Gly 


Asp 


Thr 


Val 


Thr 


He 


Thr 


Cys 


Arg 


Ala 


Ser 








40 










45 










gag 


tta 


gee 


tgg 


tat 


eag 


cag 


aaa 


cca 


ggt 


aaa 


192 


Glu 


Leu 


Ala 


Trp 


Tyr 


Gin 


Gin 


Lys 


Pro 


Gly 


Lys 






55 










60 












ate 


tct 


gat 


gee 


tec 


agg 


ttg 


cag 


acg 


ggg 


gte 


240 


lie 


Ser 


Asp 


Ala 


Ser 


Arg 


Leu 


Gin 


Thr 


Gly 


Val 




70 










75 










80 




ggc 


agt 


gga 


tct 


gga 


aca 


gat 


ttc 


act 


etc 


ace 


288 


Gly 


Ser 


Gly 


Ser 


Gly 


Thr 


Asp 


Phe 


Thr 


Leu 


Thr- 












90 










95 






cct 


gaa 


gat 


att 


gcg 


act 


tat 


tac 


tgt 


eaa 


cag 


336 


Pro 


Glu 


Asp 


He 


Ala 


Thr 


Tyr 


Tyr 


Cys 


Gin 


Gin 





100 105 110 



gat aat agt ttt. cca etc act ttc ggc gga ggg ace aag gtg gag ate 384 
Asp Asn Ser Phe Pro Leu Thr Phe Gly Gly Gly Thr Lys Val Glu He 



115 120 125 

aaa cga 390 
Lys Arg 
130 



<210> 54 



8 0 
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<211> 384 
<212> DNA 

<213> Macaca cynomolgus 

<2 2 0> 

<221>' CDS 

<222> (1) . . . (384) 



<400> 54 

gtc ttc att tec ctg ttg etc tgg ate tct ggt gee tgt ggg gac att 48 

Val Phe lie Ser Leu Leu Leu Trp lie Ser Gly Ala Cys Gly Asp lie 
1 5 10 15 



gtg atg acc cag tct cca gac tec ctg get gtg tct ctg gga gag agg 96 

Val Met Thr Gin Ser Pro Asp Ser Leu Ala Val Ser Leu Gly Glu Arg 

20 25 30 

gtc acc ate aat tgt aag tee age cag agt ctt tta tac age tec aac 144 

Val Thr lie Asn Cys Lys Ser Ser Gin Ser Leu Leu Tyr Ser Ser Asn 

35 40 45 . 

aat aag aac tac tta gee tgg tac cag eaa aaa cca gga cag get ect 192 

Asn Lys Asn Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala' Pro 

50 55 60 



caa eta etc att tac tgg gea tct acc egg gaa tec ggg gtc ect aat 240 
Gin Leu Leu lie Tyr Trp Ala Ser Thr Arg Glu Ser Gly Val Pro Asn 
65 70 75 80 



cga ttt agt ggc age gge tct ggg aca gat ttc act etc acc ate agt 288 
Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser 
85 90 95 



gge ctg cag get gaa gat gtg gca gtg tat tac tgt eaa cag tat tat 
Gly Leu Gin Ala Glu Asp Val Ala Val Tyr Tyr Cys Gin Gin Tyr Tyr 
100 105 110 



336 



P50770 



gat atg ccc gac agt ttt ggc cag ggg acc aaa gtg gac ate aaa cga 
Asp Met Pro Asp.Ser Phe Gly Gin Gly Thr Lys Val Asp lie Lys Arg 
115 120 125 



<210> 55 
<211> 399 
<212> DNA 

<213> Macaca cynomolgus 

<220> 

<221> CDS 

<222> (1) . . . (399) 

<400> 55 

atg agg etc cct get cag etc ctg ggg ctg eta ttg etc tgc gte ccc , 

Met Arg Leu Pro Ala Gin Leu Leu Gly Leu Leu Leu Leu Cys Val Pro 

1 .5 10 • . 15 

gga tec agt ggg gat gtt gtg atg act cag tet. eca etc tec ctg ccc 
Gly Ser Ser Gly Asp Val Val Met Thr Gin Ser Pro Leu Ser Leu Pro 
20 25 30 

gte ate cct gga cag eca gee tec ate tec tgc agg tet agt caa age 
Val lie Pro Gly Gin Pro Ala Ser lie Ser Cys Arg Ser Ser Gin Ser 
35 40 45 



ctt gta eat agt gac ggg aaa ace tac ttg aat tgg tta caa cag aag 
Leu Val His Ser Asp Gly Lys Thr Tyr Leu Asn Trp Leu Gin Gin Lys 
50 55 ■ 60 

eca ggc caa cct cea aga etc ctg att tat cag gtt tet aac egg eac 
Pro Gly Gin Pro Pro Arg Leu Leu lie Tyr Gin Val Ser Asn Arg His 
65 70 75 80 

tet ggg gte eca gac aga tte age ggc agt ggg gea ggg aca gac ttc 
Ser Gly Val. Pro Asp Arg Phe Ser Gly Ser Gly Ala Gly Thr Asp Phe 




P50770 



85 90 95 

aca ctg aaa ate age aga gtg gag aet gag gat gtt ggg gtt tat tec 336 
Thr Leu Lys lie Ser Arg Val Glu Thr Glu Asp Val Gly Val Tyr Ser 



tgc gtg caa ggt aca cac tgg ceg tgg aeg ttc ggc caa ggg acc aag 384 
Cys Val Gin Gly Thr His Trp Pro Trp Thr Phe Gly Gin Gly Thr Lys 
115 120 125 

gtg gac ate aaa cga 399 
Val Asp lie Lys Arg 
130 



^0 <210> 56 

<211> 384 



<212> DNA 

<213> Macaea cynomolgus 



O <220> 



<221> CDS 

<222> (1) ... (384) 

<400> 56 

atg agg gte eec get eag etc ctg ggg- etc ctg ctg etc tgg etc cca 48 
Met Arg Val Pro Ala Gin Leu Leu Gly Leu Leu Leu Leu Trp Leu Pro 



10 15 



ggt gee ata tgt gae att eag atg tec eag tct cca tec tec ctg tet 96 
Gly Ala lie Cys Asp lie Gin Met Ser Gin Ser Pro Ser Ser Leu Ser 
20 25 30 

get tet gtg gga gae aga gte ace ate ace tgc egg gea agt eag ggc 144 
Ala Ser Val Gly Asp Arg Val Thr lie Thr Cys Arg Ala Ser Gin Gly 
35 40 45 



83 



P50770 




ata act aat tat tta aac tgg tat cag cag aaa ccg ggg aaa gcc cct 192 
lie Thr Asn Tyr Leu Asn Trp Tyr Gin Gin Lys Pro Gly Lys Ala Pro 
50 55 60 ■ 



aa.c etc c-tg" ate tat tat CTca a.ct cgt ttg ac.a ^ri<jr. gag gtc cca tea 240 
Asn Leu Leu lie Tyr Tyr Ala Thr Arg Leu Ala Ser Gly Val Pro Ser 
65 70 75 80 



agg ttc age ggc agt gga tet ggg teg gag tae agt ete gee ate age 2 88 

Arg Phe Ser Gly Ser Gly Ser Gly Ser Glu Tyr Ser Leu Ala lie Ser 

85 90 95 

age etg eag cct gaa gat ttt gca acc tat ttc tgt caa eag ggt tat 33 6 

Ser Leu Gin Pro Glu Asp Phe Ala Thr Tyr Phe Cys Gin Gin . Gly Tyr 

100 105 110 



M agg gcc ccc tae act ttt ggc cag ggg acc aca gtg gag ate aaa cga 3 84 

Arg Ala Pro Tyr Thr Phe Gly Gin Gly Thr Thr Val Glu lie Lys Arg 

M . 115 120 125 

hi • . " 



<210> 57 

<211> 390 

<212> DNA 

<213> Macaca cynomolgus 



<220> 
<221> CDS 
<222> (1) 



<400> 57 

atg gae atg agg gtc ccc get cag etc etg ggg etc etg etg etc tgg 48 

Met Asp Met Arg Val Pro Ala Gin Leu Leu Gly Leu Leu Leu Leu Trp 
15 10 15 

etc eta ggt gcc aga tgt gac ate eag atg ace cag tet cct tet tee 96 

Leu Leu Gly Ala Arg Cys Asp lie Gin Met Thr Gin Ser Pro Ser Ser 

- - - - 84 - 



. . . (390) 



P50770 




20 25 30 

ttg tct gca tct gta gga gac aga gtc acc ate act tgc caa gcc agt _ 144 
Leu Ser Ala Ser Val Gly Asp Arg Val Thr lie Thr Cys Gin Ala Ser 

3 5 . _ A r\. 4 5 - 



cag ggt att' age aae tgg tta gee tgg tat cag cag aaa ecg ggg 19 2 

Gin Gly lie Ser Asn Trp Leu Ala Trp.Tyr Gin Gin Lys Pro Gly Lys 
50 ' 55 60 



gcc cet aag etc. etg ate tat get gca tec act tte caa agt ggg gtc 240 
Ala Pro Lys Leu Leu lie Tyr Ala Ala Ser Thr Phe Gin Ser Gly Val 
65 70 75 80 - 

cea tea agg tte age gge agt gga tct ggg aea gag tte act etc acc 2 88 

S3 Pro Ser Arg Phe Ser. Gly Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr 

in .85 90 -95 

ate age age -etg cag cct gaa gat ttt gca act tac tac tgt caa cag 33 6 

21 lie Ser Ser Leu Gin Pro Glu Asp Phe Ala Thr Tyr Tyr, Cys Gin Gin 

0 100 105 110 

tat aat act tac cct etc act tte gge gga ggg acc aag gtg gag ate. 384 
Tyr Asn Thr Tyr Pro Leu Thr Phe Gly Gly Gly Thr Lys Val Glu lie 
115 120 125 

aaa ega 3 90 

Lys Arg 
130 



<210> 58 
<211> 390 
<212> DNA 

<213> Maeaca eynomolgus 
<220> 

: 85" 



/ 



P50770 



p. 

-In 



G 



<221> CDS 

<222> (1) . . . (390) 

<400> 58 

atcr gac ttg acjg Qcc ccc get cat etc eta ggg etc ctg ctg etc tgcj 48 

Met Asp Leu Arg Ala Pro Ala His Leu Leu Gly Leu Leu Leu Leu Trp 

1 5 10 15 . . 

etc cca ggt gcc aga ggt gac ate eag atg ace eag tct cca cce tec 96 

Leu Pro Gly Ala Arg Gly Asp lie Gin Met Thr Gin Ser Pro Pro Ser 

20 .25 30 , 

ctg tct geg tct gtt ggg gac act gtc agt ctt act tgt egg gea agt 144 

Leu Ser Ala Ser Val Gly Asp Thr Val Ser Leu Thr Cys Arg Ala Ser 

35 40 45 . 

eag cet att ggc agt aat tta aat tgg tte eag caa aaa cet ggg age 192 

Gin Pro lie Gly Ser Asn Leu Asn Trp Phe Gin Gin Lys Pro Gly Ser 

50 '55 60 

cce cce aga etc ctg ate tac ctt geg ace gee ttg caa cgt ggg ate 240 

Pro Pro Arg Leu Leu lie Tyr Leu Ala Thr Ala Leu Gin Arg Gly lie 

65 70 .75 80 . 

eeg tea agg ttt age gee act gga tct caa ace aat tte act etc aeg 288 

Pro Ser Arg Phe Ser Ala Thr Gly Ser Gin Thr Asn Phe Thr Leu Thr 

85 90 . ■ 95 

ate acc gge ctg eag ect gag gat tte gea act tac etc tgt ctg caa 336 



lie Thr Gly Leu Gin Pro Glu Asp Phe Ala Thr Tyr Leu Cys- Leu Gin 
100 105 110 

cat act tct tac eca tte act ttt ggc cce ggg aca aag gtg gat ate 384 
His Thr Ser Tyr Pro Phe . Thr Phe Gly Pro Gly Thr Lys Val Asp lie 
115 120 125 

aag cga 390 

- - - 86 ' - 



P50770 



Lys Arg 
130 

<210> 59 
<211> 88 
<212> PRT 

<213> Macaca cynomolgus 
<220> 

<221> DOMAIN 
<222> (24) ... (34) 
<223> CDRI 



'^i <221> DOMAIN 

^0 <222> (50) . . . (56) 

<223> CDRII 



ru 



in 

l3 



<400> 59. 

Asp lie Gin Met Thr Gin Ser Pro Ser Ser Leu Ser Thr Ser Val Gly 

1 5 10 ■ 15 

Asp Thr Val Thr lie Thr Cys Arg Ala Ser Gin Gly lie Asp Thr Glu 

20 . " 2 5 3 0 

Leu Ala Trp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Thr Leu Leu Tie 

35 40 45 

Ser Asp Ala Ser Arg Leu Gin Thr Gly Val Ser Ser Arg Phe Ser Gly 

50 55 60 

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Asn Ser Leu Gin Pro 
65 ■ 70 75 80 

Glu Asp lie Ala Thr Tyr Tyr Cys 
85 



<210> 60 
<211> 94 
<212> PRT 

<213> Macaca cynomolgus 



87 




P50770 



<220> 

<221> DOMAIN 

<222> (24) . . . (40) 

<223> CDRI 

<221> DOMAIN 
<222> (56) ... (62) 
<223> CDRII 

<400> 60 

Asp lie Val Met Thr Gin Ser Pro Asp Ser Leu Ala Val Ser Leu Gly 

1 5 10 15 

Glu Arg Val Thr lie Asn Cys Lys Ser Ser Gin Ser Leu Leu Tyr Ser 

20. 25 30 

Ser Asn Asn Lys Asn Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin 

35 40 45 

Ala Pro Gin Leu Leu lie Tyr Trp Ala Ser Thr Arg Glu Ser Gly Val 

50 55 60 

Pro Asn Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr 
65 70 75 80 

lie Ser Gly Leu Gin Ala Glu Asp Val Ala Val Tyr Tyr Cys 
85 . _ 90 

<210> 61 ■ ■ 

<211>, 93 
<212> PRT 

<213> Macaca cynomolgus 



<220> 

T22T>" DOMAIN ^ ^ 
<222> (24) ... (39) 
<223> CDRI 



<221> 
<222> 
<223> 



DOMAIN 
(54) . . . (61) 
CDRII 
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<400> 61 

Asp Val Val Met Thr Gin Ser Pro Leu Ser Leu Pro Val lie Pro Gly 

15 10 15 

Gin Pro Ala Ser lie Ser Cys Arg Ser Ser Gin Ser Leu Val His Ser 

2 0 25 • 3 0 

Asp Gly Lys Thr Tyr Leu Asn Trp Leu Gin Gin Lys Pro Gly Gin Pro 

3 5 40 ■ 45 - 

Pro Arg Leu Leu lie Tyr Gin Val Ser Asn Arg His Ser Gly Val Pro 

50 55 60 

Asp Arg Phe Ser Gly Ser Gly Ala Gly Thr Asp Phe Thr Leu Lys lie 
65 70 75 80 

Ser Arg Val Glu Thr Glu Asp Val Gly Val Tyr Ser Cys 
85 90 

<210> 62 
<211> 88 



<212> PRT 

in 

ft'- <213> Macaca cynomolgus 

i - = 

<220> 

fl <221> DOMAIN 

<222> (24) . . . (34) 
<223> CDRI 



<221> DOMAIN 
<222> (50) .... (56) 
<223> CDRII 

<400> 62 

Asp lie Gin Met Ser Gin Ser Pro Ser Ser Leu Ser Ala Ser Val" Gly" 

15 10 15 

Asp Arg Val Thr lie Thr Cys Arg Ala Ser Gin Gly lie Thr Asn Tyr 

20 25. 30 

Leu Asn Trp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Asn Leu Leu lie 

35 40 45 

Tyr Tyr Ala Thr Arg Leu Ala Ser Gly Val Pro Ser Arg Phe Ser Gly 
50 55 60 

- - ^ 89 - ~ 



P50770 



mi 



Ser Gly Ser Gly Ser Glu Tyr Ser Leu Ala lie Ser Ser Leu Gin Pro 
65. 70 75 80 

Glu Asp Phe Ala Thr Tyr Phe Cys 

85 - ' 

<210> 63 
<211> 88 
<212> PRT 

<213> Macaca cynomolgus 
<220> 

<221> DOMAIN 
<222> (24) ... (34) 
<223> CDRI 



<221> DOMAIN 
<222> (50) . . . (56) 



5-=! 

<223> CDRII 



<400> 63 . ' 

Cl Asp lie Gin Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly 

1-5 10 15 

Asp Arg Val Thr lie Thr Cys Gin Ala Ser Gin Gly lie Ser Asn Trp 
□ 20 25 30- 

Leu Ala Trp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Lys Leu Leu lie 

35 40 45 . 

Tyr Ala Ala Ser Thr Phe Gin Ser Gly Val Pro Ser Arg Phe Ser Gly 

50 55 60 

Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr lie Ser Ser Leu Gin Pro 



65 70 75 80 

Glu Asp Phe Ala Thr Tyr Tyr Cys 
85 

<210> 64 
<211> 88 
<212> PRT 

<213> Macaca cynomolgus 

^- . ' — 90^ 



P50770 



<220> 

<221> DOMAIN 
<222> (24) . . . (34) 
<223> CDRI 



<221> DOMAIN 
<222> (50) ... (56) 
<223> CDRII 



\L3 



<400> 64 

Asp lie Gin Met Thr Gin Ser Pro Pro Ser Leu Ser Ala Ser Val Gly 

1 5 10 . 15 

Asp Thr Val Ser Leu Thr Cys Arg Ala Ser Gin Pro lie Gly Ser Asn 

20 25 30 ' 

Leu Asn Trp Phe Gin Gin Lys . Pro Gly Ser Pro Pro Arg Leu Leu lie 

35 40 45 

Tyr Leu Ala Thr Ala Leu Gin Arg Gly lie Pro Ser Arg Phe Ser Ala 

50 55 60 

Thr Gly Ser Gin Thr Asn Phe Thr Leu Thr lie Thr Gly Leu Gin Pro 
65 70 75 80 

Glu Asp Phe Ala Thr Tyr Leu Cys 
85 



<210> 65 
<211> 360 
<212> DNA 
<213> Rat 



<221> CDS 

<222> (1) . . . (360) 

<400> 65 

gac acg gtg ctg acc cag tct cct get ttg get gtg cct cca gga gag 

Asp Thr Val Leu Thr Gin Ser Pro Ala Leu Ala Val Pro Pro Gly Glu 

15 10 15 

- - ^ 91- 
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gtt acc gtc tec tgt agg gcc agt gaa agt gtc agt aca ttt ttg 96 

Arg Val Thr Val Ser Cys Arg Ala Ser Glu Ser Val Ser Thr Phe Leu 

20 25 30 

cac tgg tat caa cag aaa cca gga cat caa ccc aaa etc etc ate tat 144 

His Trp Tyr Gin Gin Lys Pro Gly His Gin Pro Lys Leu Leu lie Tyr 

35. 40 45 

eta gee tea aaa eta gaa tet ggg gtc cct gcc agg ttc agt ggc ggt 192 

Leu Ala Ser Lys Leu Glu Ser Gly Val Pro Ala Arg Phe Ser Gly Gly 

50 55 60 

ggg tct ggg aca gac ttc ace etc acc att gat cct gtg gag get gat 240 

"S' Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Asp Pro Val Glu Ala Asp 

65 70 75 ' 80 



m 



gac act get acc tat tac tgt cag cag acc tgg aat gat cct egg acg 2 88 

Asp Thr Ala Thr Tyr Tyr Cys Gin Gin Thr Trp Asn Asp Pro Arg Thr 
85 90 95 

ttc ggt gga ggc acc aag ctg gaa ttg aaa egg get gat get gea cca 33 6 

Phe Gly Gly Gly Thr Lys Leu Glu Leu Lys Arg Ala Asp Ala Ala' Pro 
100 '105 110 

act gta tct ate ttc cca cca tec 360 

Thr Val Ser lie Phe Pro Pro Ser 



115 120. 



<210> 66 
<211> 360 
<212> DNA 
<213> Rat 

<220> 
<221> CDS 



92 



P50770 



a 



<222> (1) . . . (360) 
<400> 66 

gag gtc cag ctg cag cag tct gga cct gag gtt ggg agg cct ggg tec 48 

G-l-u —Val . Gin Leu Gin Gin Ser Gly Pro Glu -Val Gly Arg Pro -Gly -Se.r 
1 ... 5 ' 10 ■ 15 

tea gte aagatt tct tgc aag get tet ggc tac aec ttt aca gat tac 96 

Ser Val Lys , lie Ser Cys Lys Ala Ser Gly Tyr Thr Phe ■ Thr Asp Tyr 
20 25 -30 

gtt ttg aat tgg gtg aag cag agt cct gga cag gga ctg gaa tgg ata 144 

Val Leu Asn Trp Val Lys Gin Ser Pro Gly Gin Gly Leu ^Glu Trp lie 

35 .40 45 

gga tgg att gat cct gac tat ggt act act gat tat get gag aag ttc 192 

Gly Trp lie Asp Pro Asp Tyr Gly Thr Thr Asp Tyr Ala Glu Lys Phe 

50 55 ' 60 

aaa aag aag gee aea ctg act gea gat aca tee tee age aca gee tac 240 

Lys Lys Lys Ala Thr Leu Thr Ala Asp Thr Ser Ser Ser Thr Ala Tyr 

65 "70 75 80 

ate eag ctt age age ctg aca tct gag gae aea gee ace tat ttt tgt 288 

lie Gin Leu Ser Ser Leu Thr Ser Glu Asp* Thr Ala Thr Tyr Phe Cys 

85 .90 95 



get aga tct agg aat tac gga gga tat att aat tac tgg gge caa gga 33 6 

Ala Arg Ser Arg Asn Tyr Gly Gly Tyr lie Asn Tyr Trp Gly Gin Gly 



100 105 110 

gte atg gte aea gte tec tea get 360 

Val Met Val Thr Val Ser Ser Ala. 

115 120 



<210> 67 



^9 3" 



'-13 




P50770 



<211> 109 
<212> PRT 

<213> Pan troglodytes 
<400> 67 

Ala Val His Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly 

1 5 • . 10 15 

Asp Ser Val Thr lie Thr Cys Arg Ala Ser Gin Thr lie Asn lie Tyr 

20 25 30 

Leu Asn Trp. Tyr Gin Gin Lys Pro Gly Lys Ala Pro Lys Leu Leu lie 

35 40 45 

Phe Asp Ala Ser lie Leu Gin Ser Gly Val Pro Ser Arg Phe Ser Gly 

50 55 60 

Ser Gly Ser Gly Thr Asp Phe Ser Leu Thr lie Arg Ser Leu Gin Pro 
65 70 75 • 80 

Glu Asp Phe Ala Thr Tyr Tyr Cys Gin Cys Gly Trp Gly Thr His Pro 



IJ 85 90 95 

m 

Tyr Asn Phe Gly Gin Gly Thr Lys Leu Glu lie Lys Arg 



100 105 



O <210> 68 

"""J <211> 108 
1-=. 

™ <212> PRT 

%M 

13 <213> Artificial Sequence 



<220> 

<223> rat /chimpanzee sequence 



<400> 68 

Asp Thr Val Leu Thr Gin Ser Pro^ Ser Ser^Le^u Ser Ara~Ser VaT^Gly 

1 5 10 15 

Asp Ser Val Thr lie Thr Cys Arg Ala Ser Glu Ser Val Ser Thr Phe 

20 25 .30 

Leu His Trp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Lys Leu Leu lie 

35 ■ 40 45 

Tyr Leu Ala Ser Lys Leu Glu Ser Gly Val Pro Ala Arg Phe Ser Gly 
50 55 60 

- - - - - - 94 - 
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Ser Gly Ser'Gly Thr Asp Phe Ser Leu Thr lie Arg Ser Leu Gin Pro 
65 70 , 75 80 

Glu Asp Phe Ala Thr Tyr Tyr Cys Gin Gin Thr Trp Asn Asp Pro Arg 

.85 90 95 

Th^r Ph*^ Gly Gin, Gly Thr. Lys Leu Glu lie Lys A_rg 
100 105 

<210> 69 , - 

<211> 128 
<212> PRT 

<213> Pan troglodytes 
<400> 69 

Glu Val Gin Leu Val Glu Ser Gly Gly Gly Val Val Gin Pro Gly Gly 

1 . 5 10 15 

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asp Asp Phe 

20 25 30 

Ala Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp lie 

35 40 45 

Ser Leu Val Ser Trp Asp Ser Tyr Asn lie Tyr His Ala Asp Ser Val 

50 55 ■ .60 

Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ser Arg Asn Ser Leu Tyr 
65 70 75 . 80 

Leu Gin Met Asn Asp Leu Arg Pro Glu Asp Thr Ala lie Tyr Phe Cys 

85 90 95 

.Ala Lys Ala Asp Thr Gly Gly Asp Phe Asp Tyr Val Ser Asp Ser Trp 
100 105 110 



Arg Cys Ala Leu Asp Tyr Trp Gly Gin Gly Thr Leu Val Thr Val Ser 
115 120 125 



<210> 70 
<211> 118 
<212> PRT 

<213> Artificial Sequence 



<220> 
<223> 



rat /chimpanzee sequence 



P50770 



Id 




<400> 70 

Glu Val Gin Leu Val Glu Ser Gly Gly Gly Val Val Gin Pro Gly Gly 

15 10 15 

Ser Leu Arg Leu Ser Cys Ala Ala Sex Gly Ty.r Th.r Phe Thr Asp Tyr 

20 25 30 

Val Leu Asn Trp Val Lys Gin Ala Pro Gly Lys Gly Leu Glu Trp lie 

• 35 40 45 

Gly. Trp lie Asp Pro Asp Tyr Gly Thr Thr Asp Tyr Ala Glu Lys Ph'e 

50 55 60 

Lys Lys Lys Ala Thr Leu Ser Ala Asp Thr Ser Arg Asn Ser Ala Tyr 
65 70 75 80 

Leu Gin Met Asn Asp Leu Arg Pro Glu Asp Thr Ala lie Tyr Phe Cys 

85 90 95 

Ala Arg Ser Arg Asn Tyr Gly Gly Tyr lie Asn Tyr Trp Gly Gin Gly 
iO 100 105 110 



Thr Leu Val Thr Val Ser 
115 

<210> 71 



ig <211> 354 

<212> DNA 
£1^ . <213> Murine 



<220> 

<221> CDS 

<222> (1) . . . (354) 

<400> 71 



caa gtt cag ctt caa cag tct gga get gag ctg atg aag cct ggg gcc 48 

Gin Val Gin Leu Gin Gin Ser Gly Ala Glu Leu Met Lys Pro Gly Ala 

15" 10 15 

tea gtg aag ata tec tgc aag get act gge tac aca ttc agt age tac 96 

Ser Val Lys lie Ser Cys Lys Ala Thr Gly Tyr Thr Phe Ser Ser Tyr 

20 25 30 



96 



tgg 


ata 


gag 


tgg 


gta 


aag 


cag 


agg 


Trp 


He 


Glu 
35 


Trp 


Val 


Lys 


Gin 


Arg 
40 


ggci... 


gag 


->*-*- 




cc t 


aga 


- 


a iJ ^ 


Gly 


Glu 
50 


He 


Leu 


Pro 


Arg 


Ser 
55 


Gly 


aag 


ggc 


aag 


gcc 


aca 


ttc 


act 


gca 


Lys 


Gly 




Ala 


Thr 


Phe 


Thr 


Ala 



65 70 



cct gga cat ggc ctt gag tgg att 

Pro Gly His Gly Leu Glu Trp He 
45 

= = ssi^t- ■=»=>/-• m 3 f- t-r^rr a^rr t~ ^ 

W.W — w v-»— w =>•— 3 =7 

Asn Thr Asn Tyr Asn Glu Lys Phe 
60 

gaa aca tec tec aac aca gcc tac 

Glu Thr Ser Ser Asn Thr Ala Tyr 

75 80 



atg caa etc age age ctg aca cct gag gac tct gcc gtc tat tac tgt 
Met Gin Leu Ser Ser Leu Thr Pro Glu Asp Ser Ala Val Tyr Tyr Cys 
85 90 .95 



tea agt cgc ggc 
Ser Ser Arg Gly 
100 

tea gtc ace gtc 
Ser Val Thr Val 
115 



gtc agg ggc tct 
Val Arg Gly Ser 

tec tea 
Ser Ser 



atg gac tac tgg 
Met Asp Tyr Trp 
105 



ggt caa gga acc 
Gly Gin Gly Thr 
110 ^ 



72 
324 
DNA 

Murine 

<220> 

<221> CDS 

<222>' (1) . . . (324) 



<210> 
<211> 
<212> 
<213> 



<400> 72 

gat att cag atg acc cag act aca tec tee ctg tct gcc tct ctg gga 
Asp He Gin Met Thr Gin Thr Thr Ser Ser Leu Ser Ala Ser Leu Gly 



P50770 



1 5 10 15 

gac aga gtc acc ate act tgc agg tea agt cag gac att age aat ttt 
Asp Arg Val Thr lie Thr Cys Arg Ser Ser Gin Asp lie Ser Asn Phe 



tta aac tgg tat eag eag aaa cca gat gga act gtt aaa etc etg ate 
Leu Asn Trp Tyr Gin Gin Lys Pro Asp Gly Thr Val Lys Leu Leu lie 
35 40. 45 

tac tac aca tea aca tta cac tea gga gtc cca tea agg ttc agt ggc 
Tyr Tyr Thr Ser Thr Leu His Ser Gly Val Pro Ser Arg Phe Ser Gly 
50 55 60 

agt ggg tet gga aca gat tat tct etc ace att age aac ctg gag caa 
Ser Gly Ser Gly Thr Asp Tyr Ser Leu Thr lie Ser Asn Leu Glu Gin 
65 70 75 80 



gaa gat att gee act tac ttt tgc caa cag ggt aat acg ett cet tgg 
Glu Asp lie Ala Thr Tyr Phe Cys Gin Gin Gly Asn Thr Leu Pro Trp 
85 90 95 



acg ttc ggt gga ggc acc aac etg gaa ate aaa egg 
Thr Phe Gly Gly Gly Thr Asn Leu Glu lie Lys Arg 
100 105 

<210> 73 
....... <211> 108 

<212>' PRT 

<213> Artificial Sequence 
<220> 

<223> murine /chimpanzee sequence 
<400> 73 

Asp. lie Gin Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly 



Cm. 
C3 



P50770 



1 5 . 10 '15 

Asp Arg Val Thr lie Thr Cys Arg Ser Ser Gin Asp lie Ser Asn Phe 

20 25 30 

Leu Asn Trp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Lys Leu Leu lie 

3 5 40 45 

Tyr Tyr Thr Ser Thr Leu His Ser Gly Val Pro Ser Arg Phe Ser Gly 

50 55 60 

Ser Gly Ser Gly Thr Asp Tyr Thr Leu Thr lie Ser Ser Leu Gin Pro 
65 70 75 80 

Glu Asp Phe, Ala Thr Tyr Tyr Cys Gin Gin Gly Asn Thr Leu Pro Trp 

85 90 .95 

Thr Phe Gly Gly Gly Thr Lys Val Glu lie Lys Arg 
100 105 

<210> 74 



^0 

kO <211> 118 



<212> PRT 

<213> Artificial Sequence 
<220> . 

<223> murine/ chimpanzee sequence 
<400> 74 

Gin Val Gin Leu Val Gin Ser Gly Ala Glu Val Lys Lys Pro Gly Ser 

1-5 10 15 

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Ser Ser Tyr 

20 25 30. 

Trp lie Glu .Trp Val Lys Gin Ala Pro Gly Gin Gly Leu Glu Trp lie 

.35 40 45 ' 

Gly Glu lie Leu Pro Arg Ser Gly Asn Thr Asn Tyr Asn Glu Lys Phe 

50 55 60 . 

Lys Gly Lys Ala Ser Phe Asn Ala Asp Thr Ser Thr Asn lie Ala Tyr 
65 70 75 80 

Met Glu Leu Thr Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys 

85 • 90 95 

Ser Ser Arg Gly Val Arg Gly Ser Met Asp Tyr Trp Gly Gin Gly Thr 
100 105 110 



99 
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Leu Val Thr Val Ser Ser 
115 

<210> 75 

^ <2jlx> 3 GG " - - 

<212> DNA 

<213> Murine 

<220> 
<221> CDS 
<222> (1) . . . (360) 

<400> 75 . 

caa gtt cag ctt caa cag cct ggg get gag ctt gtg aag tct ggg gcc 48 

Gin Val Gin Leu Gin Gin Pro Gly Ala Glu Leu Val Lys Ser Gly Ala 

1 5 . 10 . 15 

tea gtg aag ctg tec tgc,aag get tet ggc agt ace ttc acc age tac 96 

Ser Val Lys Leu Ser Cys Lys Ala Ser Gly Ser Thr Phe Thr Ser Tyr 
= . 20 .25 30 

t_E, tgg. atg cae tgg gtg aag cag agg eet gga ega gge ctt gag tgg att 144 

CP Trp Met His Trp Val Lys Gin Arg Pro Gly Arg Gly Leu Glu Trp lie 

rl 35 _ 40 45 

gga agg att gat cea aat agt ggt ggt act aag gat aat gag aag tte 192 

Gly Ay;g Ile_Asp Pro Asn Se r Gly Gly Thr Lys Asp Asn Glu Lys Phe 

50 55 ■ 60 



LP 



aag age aag gcc aca ctg act gta gae aaa ccc tee age aea gee tac 2 40 

Lys Ser Lys Ala Thr Leu Thr Val Asp Lys Pro Ser Ser Thr Ala Tyr 

65 70 ■ ' 75 ■ 80 . 

atg eag etc age age ctg aca tct gag gae tet geg gtc tat tat tgt 288 
Met Gin Leu Ser Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr Tyr Cys 
85 90 95 



100" 
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gca aga gag acc tac tat gat tec teg ttt get tae tgg ggc eaa ggg 
Ala Arg Glu Thr Tyr Tyr Asp Ser Ser Phe Ala Tyr Trp Gly Gin Gly 
100 105 110 

act cty ytc act gtc tct gca gcc 
Thr Leu Val Thr Val Ser Ala Ala 
115 120 



<210> 76 

<211> 336 

<212> DNA 

<213> Murine 

<220> 

<221> CDS 

<2.22>"^ (1) . . . (336) 

<400> 76 

gat att gtt atg aet eag tet eaa aaa tte atg tee aea tea gta gga 
Asp lie Val Met Thr Gin Ser Gin Lys Phe Met Ser Thr Ser Val Gly 

15- 10 15 

gae agg gte age gte aee tge aag gee agt eag aat gtg ggt aet aat 
Asp Arg Val Ser Val Thr Cys Lys Ala Ser Gin Asn Val Gly Thr Asn 
2.0 25 30 

gta gee tgg tat eaa eag aaa eea ggg eaa tet eet aaa gca etg att 
Val Ala Trp Tyr Gin Gin Lys. Pro Gly Gin Ser Pro Lys Ala Leu lie 
35 40 45 

.tae teg gea tee tac egg tac agt gga gte cct gat egc tte aea ggc 
Tyr Ser Ala Ser Tyr Arg Tyr Ser Gly Val Pro Asp Arg Phe Thr Gly 
50 55 60 



agt gga tct ggg aea gat tte aet 
Ser Gly Ser Gly Thr Asp Phe Thr 



etc ace ate age aat gtg eag tet 
Leu Thr lie Ser Asn Val Gin Ser 




P50770 



65 70. 75 80 

gaa gac ttg gca gag tat ttc tgt cag caa tat aac age tat cct etc 

Glu Asp Leu Ala Glu Tyr Phe Cys Gin Gin Tyr Asn Ser Tyr Pro Leu 

85. ■ 90 95 



acg ttc ggt get ggg ace aag etg gag ctg aaa egg get gat get gea 
Thr Phe Gly Ala Gly Thr Lys Leu Glu Leu. Lys Arg Ala Asp Ala Ala 
100 105 110 



<210> 77 ■ 
<211> 107 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> murine /chimpanzee sequence 
<400> 77 

Asp lie Val Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly 

1 . 5 10 15 

Asp Arg Val Thr lie Thr Cys Lys Ala Ser Gin Asn Val Gly Thr Asn 

20 25 30. - 

Val Ala Trp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Lys Ala Leu lie 

35 40 45 

Tyr Ser Ala Ser Tyr Arg Tyr Ser Gly Val Pro Asp Arg Phe Ser Gly 

50 55 60 ' 

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Gin Pro 
65 70"~ ' ' 75 80" 

Glu Asp Phe Ala Thr Tyr Tyr Cys Gin Gin Tyr Asn Ser Tyr Pro Leu 

85 ' 90 95 

Thr Phe Gly Gly Gly Thr Lys Val Glu lie Lys 
100 105 



<210> 
<211> 



78 
118 
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<212> PRT 

<213> Artificial Sequence 
<220> 

J.* / w w — — _ 

<400> 78 

Gin Val Gin Leu Val Gin Ser Gly Ala Glu Val Lys Lys Pro Gly Ser 

1 5 10 15 

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Ser Thr Phe Thr Ser Tyr 

20 25 30 

Trp Met His Trp Val Lys Gin Ala Pro Gly Gin Gly Leu Glu Trp lie 

35 40 45 

Gly Arg lie Asp Pro Asn Ser Gly Gly Thr Lys Asp Asn Glu Lys Phe 

50 55 60 

Lys Ser Lys Ala Thr Leu Asn Val Asp Lys Ser Thr Asn lie Ala Tyr 
65 70 .75 ^ 80 

Met Glu Leu Thr Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys 

85 90 95 

Ala Arg Glu Thr Tyr Tyr Asp Ser Ser Phe Ala Tyr Trp Gly Gin Gly 

100 105 110 

Thr Met Val Thr Val Ser 
115 

<210> 79 
<211> 119 
<212> PRT 



<213> Artificial Sequence 



<220> 

<223> murine/human sequence 



<400> 79 

Gin Val Gin Leu Val Gin Ser Gly Ala Glu Val Lys Lys Pro Gly Ala 

15 10 15 

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Ser Thr Phe Thr Ser Tyr 
20 25 30 




m 
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Trp Met His Trp Val Lys Gin Ala Pro Gly Gin Gly Leu Glu Trp lie 

35 40 45 

Gly Arg lie Asp Pro Asn Ser Gly Gly Thr Lys Asp Asn Glu Lys Phe 

.50 55 ' 60 

Lys Ser Lys Ale. Thr Leu Thr Val Asp Lys Se.r Thr Ser Thr Ala. Tyr 
65 70 * 75 80 

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys 

85 90 . 95 

Ala Arg Glu Thr Tyr Tyr Asp Ser Ser Phe Ala Tyr Trp Gly Gin Gly 

100 105 110 

Thr Met Val Thr Val Ser Ala 
115 

<210> 80 
<211> 102 ■ 
<212> PRT 

<213> Artificial Sequence 
<220> 

<22 3> murine/human sequence 
<400> 80 

Asp lie Val Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly 

1 5 10 15 

Asp Arg Val Thr lie Thr Cys Lys Ala Ser Gin Asn Val Gly Thr Asn 

20 25 30 

Val Ala Trp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Lys Ala Leu lie 

35 -40 45 

Tyr Ser Ala Ser Tyr Arg Tyr Ser Gly Val Pro Asp Arg Phe Ser Gly 

50 "'^ ^SST' 60^" 

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Gin Pro 
65 70 75 80 

Glu Asp Phe Ala Thr Tyr Tyr Cys Gin Gin Tyr Asn Ser Tyr Pro Leu 

85 90 95 

Thr Phe Gly Gly Gly Thr 
100 



-104 




C3 
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- <210> 81- 
<211> 11 
<212> PRT 

<213> Pan troglodytes 
<400> 81 

Trp Gly Gin Gly Thr Met Val Thr Val Ser Ser 
15 10 

<210> 82 
<211> 11 
<212> PRT 

<213> Pan troglodytes 
<400> 82 

Trp Gly Gin Gly Thr Leu Val Thr Val Ser Ser 
1 5 10 

<210> 83 
( <211> 11 

<212> PRT 

<213> Pan troglodytes 
<400> 83 

Trp Gly Pro Gly Thr Leu Val Thr Val Ser Ser 
15 10 



<210> 84 
<211> 11 
<212> PRT 

<213> Pan troglodytes 
<400> 84 

Trp Gly Gin Gly lie Leu Val Thr Val Ser Ser 
1 5 10 

<210> 85 



10 5 
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<211> 11 
<212> PRT 

<213> Pan troglodytes 



Trp Gly Arg Gly lie Leu Val lie Val Ser Ser 
15 10 

<210> 86 
<211> 11 
<212> PRT 

<213> Pan troglodytes 
<400> 86 

Phe Gly Gin Gly Thr Arg Leu Glu lie Lys Arg 

1.5 10 

<210> 87 

<211> 11 

<212> PRT 

<213> Pan troglodytes 

<400> 87 

Phe Gly Gin Gly Thr Lys Leu Glu lie Lys Arg 
1 5 10 

<210>_88 

<211> 11 ■ 

<212> PRT 

<213> Macaca cynomolgus 

<400> 88 

Trp Gly Arg Gly Val Leu Val Thr Val Ser Ser 
1 5 10 



<210> 89 
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<212> PRT 

<213> Macaca cynomolgus 
<400> 89 

Trp Gly Gin Gly Val . Gin Val Thr Val Ser Ser 

1 .5 10 

<210> 90 
<211> 11 
<212> PRT 

<213> Macaca cynomolgus 
<400> 90 

Trp Gly Pro Gly Val Met Val Thr Val Ser Ser 
15 10 

<210>-91 
<211> 11 
<212> PRT 

<213> Macaca cynomolgus 
<400> 91 

Trp Gly Arg Gly Leu Leu Val Thr Val Ser Ser 
15 10 

<210> 92 
<211> 11 

<212^>~PRt" ' ' ~' 

<213> Macaca cynomolgus 



<400> 92 

Trp Gly Gin Gly Val Leu Val Thr Val Ser Ser 
1 5 - 10 



<210> 
<211> 
<212> 



93 
11 
PRT- 
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<213> Macaca cynomolgus 

Trp 
1 

<210> 94 
<211> 11 
<212> PRT 

<213> Macaca cynomolgus 



<400> 93 

Gly Gin Gly Leu Arg Val Thr Val Ser Ser 
5 . 10 



\h3 



m 

.rii 



[3 
Cfi 



<400> 94 

Phe Gly Gin Gly Thr Lys Val Asp lie Lys Arg 
1 5 ' 10 . 

<210> 95 
<211> 11 
<212> PRT 

<213> Macaca cynomolgus 
<400> 95 

Phe Gly Gin Gly Thr Thr Val Glu lie Lys Arg 
1 5 10 

<210> . 96 
<211> 11 
<212> PRT 
• <213> Macaca cynomolgus 



<400> "9'6" 

Phe Gly Pro Gly Thr Lys Val Asp lie Lys Arg 
1 5 . 10 



<210> 97 
<211> 11 
<212> PRT 

<213> Pan troglodytes 



-108 
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in 



<400> 97 

Phe Gly Gly Gly Thr Lys Val Glu lie Lys Arg 
15 10 



i;3 



109-^ 



